GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



August 6, 2005, 22:57:24 ; Search time 4550.28 Seconds 

(without alignments) 
9527.774 Million cell updates/ 

US-10-670-863-2_COPY_213_1274 
1062 

1 atgacagcaaagcctctaag tccgttatgggttctgtaag 1062 

I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

45554873 seqs, 20411521753 residues 



Total, number of hits satisfying chosen parameters: 



91109746 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



Pending_Patents_NA_Main : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 
25 
26 
27 
28 
29 
30 
31 
32 
33 
34 
35 
36 
37 
38 



/cgn2_6/ptodata/l/pna/PCTUSl_COMB . seq : 
/ cgn2_6 /p t oda t a / 1 /pna / PCTUS2_C0MB .seq: 
/ cgn2_6 /p t oda t a / 1 /pna / PCTUS_COMB .seq:* 
/cgn2_6/ptodata/l/pna/US06_COMB. seq: * 
/cgn2_6/ptodata/l/pna/US07_COMB. seq: * 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 8 0_COMB .seq:* 
/ cgn2_6 /pt oda t a / 1 /pna /US 0 8 l_COMB .seq:* 
/ cgn2_6 /p t oda t a / 1 /pna / US 0 8 2_C0MB .seq:* 
/ cgn2_6 /p t oda t a / 1 /pna / US 0 8 3 _C0MB .seq:* 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 8 4_C0MB . s eq : 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 8 5_C0MB . s eq : 
/ cgn2_6 /pt oda t a / 1 /pna /US 0 8 6_C0MB . seq : 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 8 7_C0MB . s eq : 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 8 8_C0MB . s eq : 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 8 9_C0MB . s eq : 
/ cgn2 _6 /p t oda t a / 1 /pna /US 0 9 0_COMB .seq: 
/ cgn2 _6 /p t oda t a / 1 /pna /US 0 9 1_C0MB .seq: 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 9 2 A_COMB . s eq 
/cgn2_6/ptodata/l/pna/US092B_COMB . seq 
/cgn2_6/ptodata/l/pna/US093A_COMB . seq 
/ cgn2_6 /p t oda t a / 1 /pna /US 093 B_COMB . s eq 
/ cgn2_6 /p t oda t a/ 1 /pna /US 0 94_C0MB . s eq : 
/cgn2_6/ptodata/l/pna/US095A_COMB . seq 
/cgn2_6/ptodata/l/pna/US095B_COMB . seq 
/cgn2_6/ptodata/l/pna/US095C_COMB . seq 
/cgn2_6/ptodata/l/pna/US095D_COMB . seq 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 9 6A_COMB . s eq 
/cgn2_6/ptodata/l/pna/US096B_COMB . seq 
/cgn2_6/ptodata/l/pna/US096C_COMB . seq 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 9 6D_COMB . s eq 
/cgn2_6/ptodata/l/pna/US096E_COMB . seq 
/cgn2_6/ptodata/l/pna/US097A_C0MB . seq 
/cgn2_6/ptodata/l/pna/US097B_COMB . seq 
/cgn2_6/ptodata/l/pna/US097C_COMB.seq 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 9 8 A_COMB . s eq 
/ cgn2 _6 /p t oda t a / 1 /pna / US 0 9 8 B_COMB . s eq 
/ cgn2_6 /p t oda t a / 1 /pna / US 0 9 8 C_COMB . s eq 
/ cgn2_6 /p t oda t a / 1 /pna /US 0 9 8 D_COMB . s eq 



39 : /cgn2_6/ptodata/l/pna/US099A_COMB.seq:* 

4 0: / cgn2_6 /p t oda t a / 1 /pna /US 099 B_COMB . s eq : * 

41 : /cgn2_6/ptodata/l/pna/US099C_COMB. seq: * 

42 : /cgn2_6/ptodata/l/pna/US099D_COMB. seq: * 

43: / cgn2_6 /pt oda t a / 1 /pna /US 0 9 9 E_COMB . s eq : * 

44: / cgn2_6 /pt oda t a / 1 /pna /US 099 F_COMB . s eq : * 

4 5: / cgn2_6 /p t oda t a / 1 /pna /US 0 9 9G_COMB . s eq : * 

46 : /cgn2_6/ptodata/l/pna/US100A_COMB . seq : * 

47: / cgn2_6 /p t oda t a / 1 /pna /US 1 0 0 B_COMB .seq:* 

48 : /cgn2_6/ptodata/l/pna/US101A_COMB.seq: * 

4 9: / cgn2_6 /p t oda t a / 1 /pna /US 1 0 1 B_COMB .seq:* 
50: / cgn2_6 /p t oda t a / 1 /pna /US 1 0 2A_COMB . s eq : * 
51 : /cgn2_6/ptodata/l/pna/US102B_COMB . seq: * 
52 : /cgn2_6/ptodata/l/pna/US103A_COMB . seq: * 
53 : /cgn2_6/ptodata/l/pna/US103B_COMB . seq: * 
54 : /cgn2_6/ptodata/l/pna/US104A_COMB. seq: * 
55 : /cgn2_6/ptodata/l/pna/US104B_COMB. seq: * 
56: / cgn2_6 /pt oda t a / 1 /pna /US 1 0 5A_COMB . s eq : * 
57 : /cgn2_6/ptodata/l/pna/US105B_COMB.seq: * 

5 8 : / cgn2_6 /p t oda t a / 1 /pna /US 1 0 6A_COMB . s eq : * 
59 : /cgn2_6/ptodata/l/pna/US107A_COMB . seq : * 
60 : /cgn2_6/ptodata/l/pna/US107B_COMB . seq : * 
61 : /cgn2_6/ptodata/l/pna/US107C_COMB . seq: * 
62: / cgn2_6 /p t oda t a / 1 /pna /US 1 0 7 D_COMB . s eq : * 
63: / cgn2_6 /p t oda t a / 1 /pna /US 1 0 8 A_COMB . s eq : * 
64 : /cgn2_6/ptodata/l/pna/US108B_COMB .seq: * 
65 : /cgn2_6/ptodata/l/pna/US109A_COMB .seq: * 
66: / cgn2_6 /p t oda t a / 1 /pna / US 1 0 9 B_COMB .seq:* 
67 : /cgn2_6/ptodata/l/pna/US109C_COMB . seq: * 
68: / cgn2_6 /pt oda t a / 1 /pna /US 1 1 0_COMB . s eq : * 
69: / cgn2_6 /pt oda ta / 1 /pna /US60 0 0_COMB . seq : * 
70 : /cgn2_6/ptodata/l/pna/US6001_COMB . seq : * 
71 : /cgn2_6/ptodata/l/pna/US6002_COMB . seq: * 
72 : /cgn2_6/ptodata/l/pna/US6003_COMB . seq: * 
73 : /cgn2_6/ptodata/l/pna/US6004 JZOMB . seq: * 

7 4 : / cgn2_6 /p t oda t a / 1 /pna / US 6 0 0 5_COMB .seq:* 
75: / cgn2_6 /p t oda t a / 1 /pna /US 600 6_COMB . s eq : * 
76: / cgn2_6 /p t oda t a / 1 /pna /US 600 7_COMB . s eq : * 
77 : /cgn2_6/ptodata/l/pna/US6008_COMB . seq : * 
78: / cgn2_6 /pt oda t a / 1 /pna /US 600 9_COMB .seq:* 
79 : /cgn2_6/ptodata/l/pna/US6010_COMB. seq: * 
80 : /cgn2_6/ptodata/l/pna/US6011_COMB . seq: * 
8 1 : /cgn2_6/ptodata/l/pna/US6012__COMB . seq : * 
82 : /cgn2_6/ptodata/l/pna/US6013_COMB.seq: * 
83: / cgn2_6 /p t oda t a / 1 /pna /US6 0 1 4_COMB . s eq : * 
84: / cgn2_6 /ptoda t a / 1 /pna/US6 0 1 5_COMB . seq : * 
85 : /cgn2_6/ptodata/l/pna/US6016_COMB . seq : * 
86 : /cgn2_6/ptodata/l/pna/US6017_COMB . seq : * 
87: / cgn2_6 /pt oda t a / 1 /pna /US 601 8_C0MB .seq:* 

8 8 : / cgn2_6 /pt oda t a / 1 /pna /US6 0 1 9_COMB .seq:* 
89 : /cgn2_6/ptodata/l/pna/US6020_COMB . seq: * 
90 : /cgn2_6/ptodata/l/pna/US6021_COMB. seq:* 
91 : /cgn2_6/ptodata/l/pna/US6022_COMB . seq : * 
92 : /cgn2_6/ptodata/l/pna/US6023A_COMB. seq: * 
93 : /cgn2_6/ptodata/l/pna/US6023B_COMB.seq: * 
94: / cgn2_6 /p t oda t a / 1 /pna /US 602 4_COMB . s eq : * 
95: / cgn2_6 /p t oda t a / 1 /pna / US 6 0 2 5_COMB .seq:* 
96: /cgn2_6/ptodata/l /pna / US 6 0 2 6_COMB .seq:* 
97: / cgn2_6 /pt oda t a / 1 /pna /US 602 7_C0MB . s eq : * 
98 : /cgn2_6/ptodata/l/pna/US6028_COMB.seq:* 
99 : /cgn2_6/ptodata/l/pna/US6029_COMB . seq: * 
100: /cgn2_6 /pt oda t a / 1 /pna/US 603 0_COMB . s eq : * 
101 : /cgn2_6/ptodata/l/pna/US6031_COMB . seq: * 
102 : /cgn2_6/ptodata/l/pna/US6032_COMB . seq: * 
103 : /cgn2_6/ptodata/l/pna/US6033_COMB . seq : * 
104 : /cgn2_6/ptodata/l/pna/US6034_COMB. seq: * 
105: / cgn2_6 /p t oda t a / 1 /pna/US 603 5_COMB . s eq : * 



106 : /cgn2_6/ptodata/l/pna/US6036_COMB . seq 

107 : /cgn2_6/ptodata/l/pna/US6037_COMB . seq 

108 : /cgn2_6/ptodata/l/pna/US6038 JTOMB . seq 

109 : /cgn2_6/ptodata/l/pna/US6039_COMB . seq 

110: /cgn2_6 /ptoda ta/ 1 /pna /US 6 04 0_COMB . seq 

111: / cgn2_6 /p t oda t a / 1 /pna /US 6 0 4 1 JZOMB . s eq 

112 : /cgn2_6/ptodata/l/pna/US6042_COMB.seq 

113: / cgn2_6 /p t oda t a / 1 /pna /US 6 04 3_COMB . s eq 

114 : /cgn2_6/ptodata/l/pna/US6044_COMB.seq 

115 : /cgn2_6/ptodata/l/pna/US6045_COMB . seq 

116 : /cgn2_6/ptodata/l/pna/US6046_COMB . seq 

117 : /cgn2_6/ptodata/l/pna/US6047_COMB . seq 

118 : /cgn2_6/ptodata/l/pna/US6048_COMB . seq 

119 : /cgn2_6/ptodata/l/pna/US6049_COMB . seq 

120 : /cgn2_6/ptodata/l/pna/US6050_COMB . seq 

121: / cgn2_6 /p t oda t a / 1 /pna /US 6 0 5 l_COMB . s eq 

122 : /cgn2_6/ptodata/l/pna/US6052_COMB . seq 

123 : /cgn2_6/ptodata/l/pna/US6053_COMB . seq 

124 : /cgn2_6/ptodata/l/pna/US6054_COMB . seq 

125 : /cgn2_6/ptodata/l/pna/US6055_COMB . seq 

126: / cgn2_6 /ptoda t a / 1 /pna /US 6 0 5 6_COMB . s eq 

127 : /cgn2_6/ptodata/l/pna/US6057_COMB . seq 

128 : /cgn2_6/ptodata/l/pna/US6058_COMB . seq 

129 : /cgn2_6/ptodata/l/pna/US6059_COMB. seq 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: August 6, 2005, 22:38:19 ; Search time 1620.48 Seconds 

(without alignments) 
8309.150 Million cell updates/sec 

Title: US- 10-670-863 -2_COPY_213_1274 

Perfect score: 1062 

Sequence: 1 atgacagcaaagcctctaag tccgttatgggttctgtaag 1062 

Scoring table: I DENT I TY__NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 21945288 seqs, 6339366203 residues 

Total number of hits satisfying chosen parameters: 43890576 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Pending_Patents_NA_New: * 

1 : /cgn2_6/ptodata/2 /pna/PCT_NEW_COMB . seq : * 

2 : /cgn2_6/ptodata/2/pna/PCTJtfEW_COMB. seq2 : * 

3 : /cgn2_6/ptodata/2/pna/US06_NEW_COMB. seq: * 
4 : - /cgn2_6/ptodata/2/pna/US07_NEW_C0MB. seq: * 

5 : /cgn2_6/ptodata/2 /pna/US08 JSTEW_COMB . seq : * 

6 : /cgn2_6/ptodata/2/pna/US09_NEW_COMB . seq : * 

7 : /cgn2_6/ptodata/2/pna/US09_NEW_COMB . seql : * 

8 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB. seq: * 

9 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB. seqlO : * 

10: /cgn2_6/ptodata/2/pna/US10_NEW_COMB.seq2 :* 

11 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB. seq3 : * 

12: / cgn2_6 /ptoda t a / 2 /pna /US 1 0_NEW_COMB . s eq4 : * 
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/ cgn2_6 /p toda t a / 2 /pna/US 1 0_NEW_COMB . 
/ cgn2_6 /p t oda t a / 2 /pna /US 1 0_NEW_COMB . 
/ cgn2_6 /p t oda t a / 2 /pna /US 1 0_NEW_COMB . 
/ cgn2_6 /p t oda t a / 2 /pna /US 1 0_NEW_COMB . 
/ cgn2_6 /p t oda t a / 2 /pna /US 1 0_NEW_COMB . 
/cgn2_6 /p t oda t a / 2 /pna/US 1 l_NEW_COMB . 
/ cgn2_6 /p t oda t a / 2 /pna /US 1 l_NEW_COMB . 
/cgn2_6/ptodata/2/pna/USllJtfEW_COMB. 
/ cgn2_6 /p t oda t a / 2 /pna/US 1 l_NEW_COMB . 
/ cgn2_6 /p t oda t a / 2 /pna /US 1 1 Jtf EW^COMB . 
/cgn2_6/ptodata/2/pna/US60_NEW_COMB. 



seq5 : * 
seq6 : * 
seq7 : * 
seq8 : * 
seq9 : * 
seq: * 
seq2 : * 
seq3 : * 
seq4 : * 
seq5 : * 
seq: * 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



August 6, 2005, 22:22:19 ; Search time 177.454 Seconds 

(without alignments) 
9183.943 Million cell updates/sec 

US-10-670-863-2_COPY_279_1274 
996 

1 acaccagaaatctcatgcag tccgttatgggttctgtaag 996 

I DENTI TY__NUC 

Gapop 10.0 , Gapext 1.0 



1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2405568 



Database 



Issued Patents NA : * 



1 : 


/cgn2 


2 : 


/cgn2 


3 : 


/cgn2 


4 : 


/cgn2 


5 : 


/cgn2 


6: 


/cgn2 
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OM nucleic - nucleic search, using sw model 

Run on: August 7, 2005, 00:34:19 ; Search time 704.717 Seconds 

(without alignments) 
9161.687 Million cell updates/sec 



Title: US-10-670-863-2_COPY_279_1274 
Perfect score: 996 

Sequence: 1 acaccagaaatctcatgcag tccgttatgggttctgtaag 996 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 7297361 seqs, 3241162794 residues 

* 

Total number of hits satisfying chosen parameters: 14594722 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB . seq : * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB.seq: * 

3 : / cgn2_6 /pt oda t a / 2 /pubpna/US 0 6_NEW_PUB . s eq : * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB . seq: * 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB . seq : * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 9A_PUBC0MB .seq:* 
10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB . seq : * 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB . seq : * 
12 : /cgn2_6/ptodata/2/pubpna/US09JtfEW_PUB. seq: * 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB . seq : * 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB.seq: * 
1 5 : / cgn2_6 /p t oda t a / 2 /pubpna/US 1 0 C_PUBC0MB . s eq : * 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq: * 
18: / cgn2_6 /p t oda t a / 2 /pubpna/US 1 0 F_PUBCOMB . s eq : * 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq: * 
20 : /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB. seq: * 
21 : /cgn2__6/ptodata/2/pubpna/US10I_PUBCOMB . seq: * 
22 : /cgn2__6/ptodata/2/pubpna/US10_NEW_PUB.seq:* 
23 : /cgn2_6/ptodata/2/pubpna/USllA_PUBCOMB. seq: * 
24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB.seq:* 
25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq:* 
26: / cgn2_6 /ptoda ta / 2 /pubpna/US6 0_PUBCOMB . s eq : * 



OM nucleic - nucleic search, using sw model 



Database 



Published_Applications_NA: * 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



Run on: 



August 6, 2005, 22:57:24 



Search time 4267.5 Seconds 
(without alignments) 
9527.774 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US- 10-670-863 -2_COPY_279_i274 
9 96 

1 acaccagaaatctcatgcag 



tccgttatgggttctgtaag 996 



Scoring table: 



I DENTI TY_NUC 
Gapop 10.0 , 



Gapext 1 . 0 



Searched: 



45554873 seqs, 20411521753 residues 



Total number of hits satisfying chosen parameters: 



91109746 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



database : Pending_Patents_NA_Main: * 

1 : /cgn2__6/ptodata/l/pna/PCTUSl_COMB. seq: * 

2 : /cgn2_6/ptodata/l/pna/PCTUS2_COMB. seq: * 

3 : / cgn2_6 /pt oda t a / 1 /pna / PCTUS_COMB . s eq : * 

4 : /cgn2_6/ptodata/l/pna/US06_COMB . seq : * 

5 : /cgn2_6/ptodata/l/pna/US07_COMB . seq : * 

6 : /cgn2_6/ptodata/l/pna/US080_COMB . seq : * 

7 : /cgn2_6/ptodata/l/pna/US081_COMB.seq:* 

8 : /cgn2_6/ptodata/l/pna/US082_COMB. seq: * 

9 : /cgn2_6/ptodata/l/pna/US083_COMB . seq : * 

1 0 : /cgn2_6 /p t oda t a/ 1 /pna /US 0 8 4_C0MB . s eq : * 

11: / cgn2_6 /p t oda t a / 1 /pna /US 0 8 5_C0MB . s eq : * 

12 : /cgn2_6/ptodata/l/pna/US086_COMB. seq: * 

13 : /cgn2_6/ptodata/l/pna/US087_COMB. seq: * 

1 4 : / cgn2_6 /p t oda t a / 1 /pna /US 0 8 8_C0MB . s eq : * 

15 : /cgn2_6/ptodata/l/pna/US08 9_COMB. seq: * 

16 : /cgn2_6/ptodata/l/pna/US090_COMB. seq: * 

1 7 : /cgn2_6 /p toda ta/ 1 /pna /US 0 9 1_C0MB . seq : * 

1 8 : / cgn2_6 /p t oda t a / 1 /pna /US 0 9 2A_C0MB . s eq : * 

19 : /cgn2_6/ptodata/l/pna/US092B_COMB . seq: * 

20 : /cgn2_6 /ptodata/1 /pna /US 0 9 3A_COMB . seq : * 

21 : /cgn2_6/ptodata/l/pna/US093B_COMB. seq: * 

22 : /cgn2_6/ptodata/l/pna/US094_COMB . seq : * 

23: / cgn2_6 /p t oda t a / 1 /pna / US 0 9 5A_C0MB . s eq : * 

24: / cgn2_6 /p t oda t a / 1 /pna /US 095 B_C0MB . s eq : * 

25 : /cgn2_6/ptodata/l/pna/US095C_COMB. seq: * 

26 : /cgn2_6/ptodata/l/pna/US095D_COMB. seq: * 

27 : /cgn2_6/ptodata/l/pna/US096A_COMB. seq: * 

28 : /cgn2_6/ptodata/l/pna/US096B_COMB. seq: * 

29 : /cgn2_6/ptodata/l/pna/US096C_COMB. seq: * 

30: /cgn2_6/ptodata/l/pna/US096D_COMB. seq: * 

31 : /cgn2_6/ptodata/l/pna/US096E_COMB. seq: * 

32 : /cgn2_6/ptodata/l/pna/US097A_COMB. seq: * 

33: / cgn2_6 /ptodata/1 /pna / US 0 9 7 B_C0MB .seq:* 

34 : /cgn2_6/ptodata/l/pna/US097C_COMB. seq: * 

35: / cgn2_6 /ptodata/1 /pna / US 0 9 8 A_C0MB . s eq : * 

36 : /cgn2_6/ptodata/l/pna/US098B_COMB. seq: * 

37: / cgn2_6 /p t oda t a / 1 /pna / US 0 9 8 C_COMB . s eq : * 

38: / cgn2_6 /p t oda t a / 1 / pna / US 0 9 8 D_C0MB . s eq : * 

39 : /cgn2_6/ptodata/l/pna/US099A_COMB. seq: * 

4 0: / cgn2_6 /p t oda t a / 1 /pna / US 0 9 9 B_C0MB . s eq : * 

41: / cgn2_6 /ptodata/1 /pna / US 0 9 9 C_C0MB . s eq : * 

42: / cgn2_6 /p t oda t a / 1 /pna /US 0 9 9D_C0MB . s eq : * 

43: / cgn2_6 /p t oda t a / 1 /pna / US 0 9 9 E_C0MB . s eq : * 

44: / cgn2_6 /p t oda t a / 1 /pna / US 0 9 9 F_C0MB . s eq : * 

45 : /cgn2_6/ptodata/l/pna/US099G_COMB. seq: * 

46: / cgn2_6 /p t oda t a / 1 /pna /US 1 0 0A_COMB . s eq : * 

47: / cgn2_6 /p t oda t a / 1 /pna /US 1 0 0B_COMB . s eq : * 

48 : /cgn2_6/ptodata/l/pna/US101A_COMB. seq: * 

4 9: / cgn2_6 /p t oda t a / 1 /pna /US 1 0 1 B_C0MB . s eq : * 

50 : /cgn2_6/ptodata/l/pna/US102A_COMB. seq: * 

51 : /cgn2_6/ptodata/l/pna/US102B_COMB. seq: * 

52 : /cgn2_6/ptodata/l/pna/US103A_COMB. seq: * 

53 : /cgn2_6/ptodata/l/pna/US103B_COMB. seq: * 

54 : /cgn2_6/ptodata/l/pna/US104A_COMB. seq: * 

55: /cgn2_6/ptodata/l/pna/US104B_COMB. seq: * 

56 : /cgn2_6/ptodata/l/pna/US105A_COMB. seq: * 

57: /cgn2_6/ptodata/l/pna/US105B_COMB. seq: * 

58 : /cgn2_6/ptodata/l/pna/US106A_COMB. seq: * 

59 : /cgn2_6/ptodata/l/pna/US107A_COMB. seq : * 

60: /cgn2_6/ptodata/l/pna/US107B_COMB. seq: * 

61: / cgn2_6 /p t oda t a / 1 /pna /US 1 0 7 C_C0MB .seq:* 

62 : /cgn2_6/ptodata/l/pna/US107D_COMB. seq: * 

63: / cgn2_6 /p t oda t a / 1 /pna / US 1 0 8 A_C0MB . s eq : * 

64 : /cgn2_6/ptodata/l/pna/US108B_COMB.seq:* 

65: / cgn2_6 /p t oda t a / 1 /pna / US 1 0 9 A_C0MB . s eq : * 



66: / cgn2_6 /p t oda t a / 1 /pna / US 1 0 9 B_COMB . s eq : * 

67 : /cgn2_6/ptodata/l/pna/US109Cj:OMB. seq: * 

68: / cgn2_6 /p t oda t a / 1 /pna /US 11 0_COMB . s eq : * 

69 : /cgn2_6/ptodata/l/pna/US6000_COMB . seq: * 

70 : /cgn2_6/ptodata/l/pna/US6001_COMB . seq : * 

71 : /cgn2_6/ptodata/l/pna/US6002_COMB . seq : * 

72 : /cgn2_6/ptodata/l/pna/US6003_COMB . seq: * 

73 : /cgn2_6/ptodata/l/pna/US6004_COMB . seq : * 

74 : /cgn2_6/ptodata/l/pna/US6005_COMB. seq: * 

75: /cgn2_6/ptodata/l/pna/US6006_COMB. seq: * 

76: / cgn2_6 /p t oda t a / 1 /pna / US 6 0 0 7_C0MB . s eq : * 

77 : /cgn2_6/ptodata/l/pna/US6008_COMB. seq: * 

78: / cgn2_6 /p t oda t a / 1 /pna / US 6 0 0 9_COMB . s eq : * 

79 : /cgn2_6/ptodata/l/pna/US6010_C0MB . seq: * 

80 : /cgn2_6/ptodata/l/pna/US6011_COMB. seq: * 

81 : /cgn2_6/ptodata/l/pna/US6012_COMB. seq: * 

82 : /cgn2_6/ptodata/ l/pna/US6013_COMB - seq : * 

83 : /cgn2_6/ptodata/l/pna/US6014_COMB . seq : * 

84: / cgn2_6 /p t oda t a / 1 /pna /US 601 5_C0MB .seq:* 

85 : /cgn2_6/ptodata/l/pna/US6016_COMB . seq: * 

86: / cgn2_6 /p t oda t a / 1 /pna /US 601 7_C0MB .seq:* 

87 : /cgn2_6/ptodata/l/pna/US6018_COMB . seq: * 

88 : /cgn2_6/ptodata/l/pna/US6019_COMB . seq: * 

89 : /cgn2_6/ptodata/l/pna/US6020_COMB. seq: * 

90: / cgn2_6 /ptoda t a / 1 /pna /US 602 1_C0MB .seq:* 

91 : /cgn2_6/ptodata/l/pna/US6022_COMB.seq:* 

92 : /cgn2_6/ptodata/l/pna/US6023A_COMB. seq: * 

93 : /cgn2_6/ptodata/l/pna/US6023B_COMB.seq: * 

94 : /cgn2_6/ptodata/l/pna/US6024_COMB . seq: * 

95 : /cgn2_6/ptodata/l/pna/US6025_COMB . seq: * 

96 : /cgn2_6/ptodata/l/pna/US6026_COMB.seq:* 

97 : /cgn2_6/ptodata/l/pna/US6027_COMB . seq: * 

98 : /cgn2_6/ptodata/l/pna/US6028_COMB. seq: * 

99 : /cgn2_6/ptodata/l/pna/US602 9_COMB . seq: * 
100 : /cgn2_6/ptodata/l/pna/US6030_COMB . seq : * 
101: / cgn2 _6 /p t oda t a / 1 /pna /US 603 l_COMB .seq:* 
102 : /cgn2_6/ptodata/l/pna/US6032_COMB . seq : * 
103 : /cgn2_6/ptodata/l/pna/US6033_COMB . seq: * 
104: / cgn2_6 /p t oda t a / 1 /pna / US 6 0 3 4 _COMB .seq:* 
105 : /cgn2_6/ptodata/l/pna/US6035_COMB . seq: * 
106 : /cgn2_6/ptodata/l/pna/US6036_COMB . seq: * 
107 : /cgn2_6/ptodata/l/pna/US6037_COMB.seq: * 
108: / cgn2_6 /p t oda t a / 1 /pna /US 6 0 3 8_COMB . s eq : * 
109: / cgn2_6 /p t oda t a / 1 /pna /US 603 9_C0MB . s eq : * 
110 : /cgn2_6/ptodata/l/pna/US6040_COMB . seq: * 
111 : /cgn2_6/ptodata/l/pna/US6041_COMB . seq: * 
112 : /cgn2_6/ptodata/l/pna/US6042_COMB.seq: * 
113 : /cgn2_6/ptodata/l/pna/US6043_COMB. seq: * 
114 : /cgn2_6/ptodata/l/pna/US6044_COMB . seq : * 
115: / cgn2_6 /p t oda t a / 1 /pna /US 604 5_COMB . s eq : * 
116 : /cgn2_6/ptodata/l/pna/US6046_COMB.seq: * 
117 : /cgn2_6/ptodata/l/pna/US6047_COMB.seq: * 
118 : /cgn2_6/ptodata/l/pna/US6048_COMB.seq: * 
119 : /cgn2_6/ptodata/l/pna/US6049_COMB . seq : * 
120 : /cgn2_6/ptodata/l/pna/US6050_COMB.seq: * 
121 : /cgn2_6/ptodata/l/pna/US6051_COMB.seq: * 
122 : /cgn2_6/ptodata/l/pna/US6052_COMB.seq: * 
123 : /cgn2_6/ptodata/l/pna/US6053_COMB.seq: * 
124 : /cgn2_6/ptodata/l/pna/US6054_COMB.seq.- * 
125 : /cgn2_6/ptodata/l/pna/US6055_COMB . seq: * 
126 : /cgn2_6/ptodata/l/pna/US6056_COMB.seq: * 
127 : /cgn2_6/ptodata/l/pna/US6057_COMB . seq: * 
12 8: / cgn2_6 /p t oda t a / 1 /pna / US 6 0 5 8_COMB . s eq : * 
129 : /cgn2_6/ptodata/l/pna/US6059_COMB . seq: * 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: August 6, 2005, 22:38:19 ; Search time 1519.77 Seconds 

(without alignments) 
8309.150 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



US-10 -670-863 -2_COPY_27 9_1274 
996 

1 acaccagaaatctcatgcag tccgttatgggttctgtaag 996 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 21945288 seqs, 6339366203 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



43890576 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Pending_Patents_NA_New: * 

1 : /cgn2_6/ptodata/2/pna/PCT_NEW_COMB . seq : * 

2 : /cgn2_6/ptodata/2/pna/PCT_NEW_COMB . seq2 : * 

3 : /cgn2_6/ptodata/2/pna/US06_NEW_COMB. seq: * 

4 : /cgn2_6/ptodata/2/pna/US07_NEW_COMB.seq:* 

5 : /cgn2_6/ptodata/2/pna/US08_NEW_COMB . seq : * 

6 : /cgn2_6/ptodata/2/pna/US09_NEW_COMB . seq : * 

7 : /cgn2_6/ptodata/2/pna/US09_NEW_COMB . seql : * 

8 : /cgn2_6/ptodata/2/pna/US10JJEW_COMB. seq: * 

9 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB . seqlO : * 
10 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB. seq2 : * 
11 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB . seq3 : * 
12 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB . seq4 : * 
13 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB . seq5 : * 
14 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB . seq6 : * 
15 : /cgn2_6/ptodata/2/pna/US10_NEW_COMB . seq7 : * 
16 : /cgn2_6/ptodata/2/pna/US10JSTEW_COMB . seq8 : * 
17 : /cgn2_6/ptodata/2/pna/US10JtfEW_COMB . seq9 : * 
18 : /cgn2_6/ptodata/2/pna/USll_NEW__COMB.seq: * 
19 : /cgn2_6/ptodata/2/pna/USll_NEW_COMB . seq2 : * 
20 : /cgn2_6/ptodata/2/pna/USll_NEWj:OMB. seq3 : * 
21: /cgn2_6/ptodata/2/pna/USll__NEW_COMB.seq4 :* 
22 : /cgn2_6/ptodata/2/pna/USll_NEW_COMB . seq5 : * 
23 : /cgn2_6/ptodata/2/pna/US60_NEW_COMB . seq: * 



Title: 



US-10-670-863-1 



RESULT 1 
US-09-574-942-2 

Sequence 2, Application US/09574942 
Patent No. 6358723 
GENERAL INFORMATION: 
APPLICANT: Eastman, Alan R. 
APPLICANT: Krieser, Ronald J. 

TITLE OF INVENTION: DEOXYRI BONUCLEASE II BETA PROTEINS AND cDNAS 
FILE REFERENCE: DC- 0137 

CURRENT APPLICATION NUMBER: US/ 09/574 , 942 
CURRENT FILING DATE: 2000-05-19 
PRIOR APPLICATION NUMBER: 09/541,840 
PRIOR FILING DATE: 2000-04-03 
NUMBER OF SEQ ID NOS : 6 
SOFTWARE: Patent In Ver. 2.1 
SEQ ID NO 2 
LENGTH: 354 
TYPE : PRT 
ORGANISM: Mus sp . 
US-09-574-942-2 

Query Match 100.0%; Score 1927; DB 3; Length 354; 

Best Local Similarity 100.0%; Pred. No. 1.6e-205; 

Matches 354; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

AKPLRTVLSLLFFALSGVLGTPEI SCRNEYGEAVDWFI FYKLPKRTSKASEEAGLQYL 6 0 

I! i 1 1 1 1 1 Ml 1 1 1 1 1 1 1 II i 1 1 1 1 1 1 II 1 1 Ml 1 1 1 1 1 1 II I i 1 1 1 1 1 M 1 1 1 1 1 1 



I i I M 1 1 1 1 1 1 1 1 1 M I ! 1 1 1 1 1 i 1 1 1 1 i II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 

YLDSTRQTWNKSLYLI NSTRSALGRTLQHLYDTHNSTNDTAYLI YNDGVPGSVNYSRQYG 
HAKGLLVWNRTQGFWLIHSVPKFPPVHGYEYPTSGRRYGQTGICITFGYSQFEEIDFQLL 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 i I [ 1 1 i 1 1 i 1 1 ! 1 1 1 1 [ [ I 

HAKGLLVWNRTQGFWLIHSVPKFPPVHGYEYPTSGRRYGQTGICITFGYSQFEEIDFQLL 
VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI P VR YLAELHSAQGLNF VHFAKS S F YT 

II I III Mill III 1 1 II II I II I MM I Mill III MM I III 1 1 MM Mill III I 

VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI P VR YLAELHSAQGLNF VHFAKS SFYT 
DDIFTGWIAQKLKTHLLAQTWQKKKQELPSNCSLPYHVYNIKSIGVTSKSYFSSRQDHSK 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 



WCVS I KGSANRWTC I GDLNRSLHQALRGGGF I CTKNHY I YQAFHKLYLRYGFCK 3 54 

1 1 Mill III I III I MM I MM I III 1 1 MM Ml I MM MM MM MM 

WCVSIKGSANRWTCIGDLNRSLHQALRGGGFICTKNHYI YQAFHKLYLRYGFCK 354 



Qy 


1 


Db 


1 


Qy 


61 


Db . 


61 


Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 


Db 


241 


Qy 


301 


Db 


301 



RESULT 2 

US-09-807-784B-1 

; Sequence 1, Application US/09807784B 
; Patent No. 6653118 
; GENERAL INFORMATION: 

APPLICANT: Tanuma, Sei-ichi 

APPLICANT: Shiokawa, Daisuke 
; TITLE OF INVENTION: No. 6653118el Deoxyribonuc lease , Gene Encoding Thereof and Use Thereof 
; FILE REFERENCE: 210792 

; CURRENT APPLICATION NUMBER: US/ 09/8 07 , 784B 

; CURRENT FILING DATE: 1999-08-17 

; PRIOR APPLICATION NUMBER: JP 11-230870 

; PRIOR FILING DATE: 1999-08-17 

; NUMBER OF SEQ ID NOS: 15 



)• SEQ ID NO 1 

LENGTH: 354 
TYPE : PRT 

ORGANISM: Mus musculus 
US-09-807-784B-1 



Query Match 100.0%; Score 1927; DB 4; Length 354; 

Best Local Similarity 100.0%; Pred. No. 1.6e-205; 

Matches 354; Conservative 0; Mismatches 0; Indels 0; Gaps 0 



Qy 


1 


MTAKPLRTVLSLLFFALSGVLGTPEI SCRNEYGEAVDWFI FYKLPKRTSKASEEAGLQYL 


60 






1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
I I I I I M M i M i i i M i i i i i i i i i i I 1 I I I I I I M M I I I M I I I M I I I I M I I I I I 




Db 


1 


MTAKPLRTVLSLLFFALSGVLGTPEI SCRNEYGEAVDWFI FYKLPKRTSKASEEAGLQYL 


60 


Qy 


61 


YLDSTRQTWNKSLYLI NSTRSALGRTLQHLYDTHNSTNDTAYLI YNDGVPGSVNYSRQYG 


120 






1 1 II 1 1 1 1 1 1 Ml 1 1 1 1 II 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 II 1 II 1 1 1 II 1 1 IN 




Db 


61 


YLDSTRQTWNKSLYLI NSTRSALGRTLQHLYDTHNSTNDTAYLI YNDGVPGSVNYSRQYG 


120 


Qy 


121 


HAKGLLVWNRTQGFWLI HS VPKFPPVHGYEYPTSGRRYGQTGI CI TFGYSQFEEI DFQLL 


180 






1 1 1 1 1 1 1 1 1 1 1 III 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 II M 1 1 1 1 1 II 1 




Db 


121 


HAKGLLVWNRTQGFWLI HSVPKFPPVHGYEYPTSGRRYGQTGI CI TFGYSQFEEI DFQLL 


180 


Qy 


181 


VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI PVRYLAELHSAQGLNFVHFAKSSFYT 


240 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 M 1 1 Mi 




Db 


181 


VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI PVRYLAELHSAQGLNFVHFAKSSFYT 24 0 


Qy 


241 


DDI FTGWIAQKLKTHLLAQTWQKKKQELPSNCSLPYHVYNI KS IGVTSKSYFSSRQDHSK 300 






llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 




Db 


241 


DDIFTGWIAQKLKTHLLAQTWQKKKQELPSNCSLPYHVYNIKSIGVTSKSYFSSRQDHSK 300 


Qy 


301 


WCVS I KGSANRWTC I GDLNRSLHQALRGGGF I CTKNH YI YQAFHKLYLR YGFCK 354 








1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


301 


WCVS I KGSANRWTC I GDLNRSLHQALRGGGF I CTKNH Y I YQAFHKLYLR YGFCK 354 




RESULT 3 








US-09-949- 


-434- 


-2 




; Sequence 2 , 


Application US/09949434 





Patent No. 6767997 



; GENERAL INFORMATION: 

APPLICANT: Eastman, Alan R. 
; APPLICANT: Krieser, Ronald J. 

;' TITLE OF INVENTION: DEOXYRI BONUCLEASE II BETA PROTEINS AND cDNAS 
; FILE REFERENCE: DC-0137 

; CURRENT APPLICATION NUMBER: US/ 09/94 9 , 434 

; CURRENT FILING DATE: 2 001-09-07 

; PRIOR APPLICATION NUMBER: 09/574,942 

; PRIOR FILING DATE: 2000-05-19 

; NUMBER OF SEQ ID NOS : 6 

; SOFTWARE: Patentln Ver. 2.1 

; SEQ ID NO 2 

LENGTH: 354 

TYPE: PRT 

ORGANISM: Mus sp . 
US-09-949-434-2 

Query Match 100.0%; Score 1927; DB 4; Length 354; 

Best Local Similarity 100.0%; Pred. No. 1.6e-205; 

Matches 354; Conservative 0; Mismatches 0; Indels 0; Gaps 0 
Qy 1 MTAKPLRTVLSLLFFALSGVLGTPEI SCRNEYGEAVDWFI FYKLPKRTSKASEEAGLQYL 60 

I Ml M MM I III II I Mill 1 1 1 III I Ml MM II Mill 1 1 1 1 1 II I II II 1 1 III 

Db 1 MTAKPLRTVLSLLFFALSGVLGTPEI SCRNEYGEAVDWFI FYKLPKRTSKASEEAGLQYL 60 

Qy 61 YLDSTRQTWNKSLYLI NSTRSALGRTLQHLYDTHNSTNDTAYLI YNDGVPGSVNYSRQYG 120 

II I I I I I III I I II I I II I I I I I I I I II I I II II II I III I II I II I I II II I II II II I 

Db 61 YLDSTRQTWNKSLYLI NSTRSALGRTLQHLYDTHNSTNDTAYLI YNDGVPGSVNYSRQYG 120 



Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 


Db 


241 


Qy 


301 


Db 


301 



HAKGLLVWNRTQGFWLIHSVPKFPPVHGYEYPTSGRRYGQTGICITFGYSQFEEIDFQLL 180 

I II III II I II 1 1 1 1 1 II 1 1 1 II II 1 1 1 II! 1 1 1 II 1 1 II I II 1 1 1 1! 1 1 1 1 1 1 1 1 1 1 1 1 

HAKGLLVWNRTQGFWLI HS VP KF P P VHG YE Y PTSGRR YGQTG I CI TFGYSQFEEI DFQLL 180 
VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI PVRYLAELHSAQGLNFVHFAKSSFYT 24 0 

1 1 1 III 1 1 1 II 1 1 1 1 1 II 1 1 1 II 1 1 1 1 INI I Ml II 1 1 MM 1 1 III I M III 1 1 1 II I 

VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI PVRYLAELHSAQGLNFVHFAKSSFYT 24 0 
DDIFTGWIAQKLKTHLLAQTWQKKKQELPSNCSLPYHVYNIKSIGVTSKSYFSSRQDHSK 300 

MMMMMMMMMMMMMMMMMIMMMMMMMMMMMMI 

DDI FTGWI AQKLKTHLLAQTWQKKKQELPSNCSLPYHVYNI KS I GVTSKS YFSSRQDHSK 300 

WCVS I KGSANRWTC I GDLNRS LHQALRGGGF I CTKNHY I YQAFHKLYLR YGF CK 354 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I i I I I I I I I I I I I I I I I I I I I I 

WCVS I KGSANRWTC I GDLNRSLHQALRGGGF I CTKNHY I YQAFHKLYLR YGF CK 354 




RESULT 2 
US-09-541-840-2 

Sequence 2, Application US/09541840 
GENERAL INFORMATION: 
APPLICANT: Eastman, Alan R. 
APPLICANT: Krieser, Ronald J. 

TITLE OF INVENTION: DEOX YR I BONUCLEAS E II BETA PROTEINS AND cDNAS 
FILE REFERENCE: DC-0125 

CURRENT APPLICATION NUMBER: US/09/541 , 840 
CURRENT FILING DATE: 2000-04-03 
NUMBER OF SEQ ID NOS : 6 
SOFTWARE: Patent In Ver. 2.1 
SEQ ID NO 2 
LENGTH: 354 
TYPE: PRT 
ORGANISM: MUS sp . 
US-09-541-840-2 

Query Match 100.0%; Score 1927; DB 19; Length 354; 

Best Local Similarity 100.0%; Pred. No. 2.7e-193; 

Matches 354; Conservative 0; Mismatches 0; Indels 0; Gaps 0 
Qy 1 MTAKPLRTVLSLLFFALSGVTjGTPEISCRNEYGEAVDWFIFYKLPKRTSKASEEAGLQYL 6 0 

I M M I M M M M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 M M II M 1 1 1 1 M 1 1 1 M 1 1 1 1 1 M M M 

Db 1 MTAKPLRTVLSLLFFALSGVLGTPEISCRNEYGEAVDWFIFYKLPKRTSKASEEAGLQYL 60 

Qy 61 YLDSTRQTWNKSLYLINSTRSALGRTLQHLYDTHNSTNDTAYLIYNDGVPGSVNYSRQYG 12 0 

M 1 1 II I M M I M I M M M M M M M M M M I M I M M M M I M M II M M M 

Db 61 YLDSTRQTWNKSLYLINSTRSALGRTLQHLYDTHNSTNDTAYLIYNDGVPGSVNYSRQYG 120 

Qy 121 HAKGLLVWNRTQGFWL I HSVPKFPPVHGYEYPTSGRRYGQTG I CI TFGYSQFEEI DFQLL 180 

I III II III I II I II 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 II 1 1 1 Ml 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 

Db 121 HAKGLLVWNRTQGFWLIHSVPKFPPVHGYEYPTSGRRYGQTGI CI TFGYSQFEEI DFQLL 180 

Qy 181 VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI PVRYLAELHSAQGLNFVHFAKSSFYT 240 

M II I II 1 1 M 1 1 1 1 1 1 1 1 M 1 1 1 II 1 1 1 1 II 1 1 1 II I II 1 1 II 1 1 II I II 1 1 II II Ml 

Db 181 VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI PVRYLAELHSAQGLNFVHFAKSSFYT 240 

Qy 241 DDIFTGWIAQKLKTHLLAQTWQKKKQELPSNCSLPYHVYNIKSIGVTSKSYFSSRQDHSK 300 

I I I I I I I I I I I II I II I I I I I II I I I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I I I 

Db 241 DD I FTGW I AQKLKTHLLAQTWQKXKQELPSNCSLPYHWN IKS I GVTSKS YFSSRQDHSK 300 



Qy 
Db 



301 
301 



WCVSI KGSANRWTC I GDLNRS LHQALRGGGF I CTKNHY I YQAFHKLYLR YGFCK 354 

1 1 M II 1 1 1 1 MM 1 1 Mill I Ml M MMM 1 1 II 1 1 1 Mill II II 1 1 1 1 1 

WCVSI KGSANRWTC I GDLNRS LHQALRGGGF I CTKNHY I YQAFHKLYLR YGFCK 354 




Title: US-10-670-863-l_COPY_l_316 

RESULT 2 
US-09-541-840-2 

Sequence 2, Application US/09541840 
GENERAL INFORMATION : 
APPLICANT: Eastman, Alan R. 
APPLICANT: Krieser, Ronald J. 

TITLE OF INVENTION: DEOX YR I BONUCLEAS E II BETA PROTEINS AND cDNAS 
FILE REFERENCE: DC-0125 

CURRENT APPLICATION NUMBER : US/09/54 1 , 840 
CURRENT FILING DATE: 2000-04-03 
NUMBER OF SEQ ID NOS : 6 
SOFTWARE: PatentlnVer. 2.1 
SEQ ID NO 2 
LENGTH: 354 
TYPE: PRT 
ORGANISM: Mus sp . 
US-09-541-840-2 

Query Match 100.0%; Score 1712; DB 19; Length 354; 

Best Local Similarity 100.0%; Pred. No. 4.3e-173; 

Matches 316; Conservative 0; Mismatches 0; Indels 0; Gaps 0 
MTAKPLRTVIjSLLFFALSGVLGTPEISCRNEYGEAVDWFIFYKLPKRTSKASEEAGLQYL 60 

1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 M I M I ' 1 1 1 1 !' 1 1 1 M 1 1 1 1 1 1 1 1 i ! 1 1 1 M I M 1 1 II 

MTAKPLRT VLSLLFFALSGVLGTPEI SCRNEYGEAVDWFI FYKLPKRTSKASEEAGLQYL 6 0 
YLDSTRQTWNKSLYLINSTRSALGRTLQHLYDTHNSTNDTAYLI YNDGVPGSVNYSRQYG 120 

MINI Mill III II II Mill Ml II MM I Illllllllllllll MINI Mill I 

YLDSTRQTWNKSLYLINSTRSALGRTLQHLYDTHNSTNDTAYLI YNDGVPGSVNYSRQYG 120 
HAKGLLVWNRTQGFWLIHSVPKFPPVHGYEYPTSGRRYGQTGICITFGYSQFEEIDFQLL 18 0 

IMIIIIIIIIIIMIIII II IIIIMIIIIIIMIIMIIII II Illllllllllllll 

HAKGLLVWNRTQGFWLIHSVPKFPPVHGYEYPTSGRRYGQTGICITFGYSQFEEIDFQLL 18 0 

VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI PVRYLAELHSAQGLNFVHFAKSSFYT 24 0 

I I I 1 I I I I I I I I I I I 1 I I I I 1 I I I I I I I I 1 I I 1 I I t I I I I I I I I I I I I I I I I 1 I I t I f 1 I 
VLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI PVRYLAELHSAQGLNFVHFAKSSFYT 240 

DDIFTGWIAQKLKTHLLAQTWQKKKQELPSNCSLPYHVYNIKSIGVTSKSYFSSRQDHSK 3 00 

II M M M M I II 1 1 1 II I M 1 1 M I II II 1 1 II I II I M I II M 1 1 1 1 M II I M 1 1 1 1 

DDI FTGWI AQKLKTHLLAQTWQKKKQELPSNCSLPYHVYNI KS I GVTSKSYFSSRQDHSK 300 

WCVSIKGSANRWTCIG 316 
I I I I I I I I I I I I I I I I 



Qy 


1 


Db 


1 


Qy 


61 


Db 


61 


Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 


Db 


241 


Qy 


301 


Db 


301 



*ritle: 



US-10-670-863-2 



RESULT 3 
AF128888 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
MEDLINE 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



CDS 



AF128888 1654 bp mRNA linear ROD 06-DEC-1999 

Mus musculus deoxyribonuc lease DLAD mRNA, complete cds . 

AF128888 

AF128888.1 GI:6175549 

Mus musculus (house mouse) 
Mus musculus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Rodent ia; Sciurognathi ; Muridae; Murinae; Mus. 

1 (bases 1 to 1654) 
Shiokawa,D. and Tanuma,S. 

DLAD, a novel mammalian divalent cation- independent endonuclease 
with homology to DNase II 

Nucleic Acids Res. 27 (20), 4083-4089 (1999) 

99428663 

10497274 

2 (bases 1 to 1654) 
Shiokawa,D. and Tanuma,S. 
Direct Submission 

Submitted ( 16-FEB- 1999 ) Biochemistry, Science Univ. of Tokyo, 
Shinjuku-ku Ichigaya Funagawara-machi 12, Tokyo 162-0826, Japan 

Locat ion/Qual i f iers 

1. .1654 

/organism="Mus musculus" 
/mol_type=" mRNA" 
/strain="C57Bl/6" 
/db_xref="taxon: 10090" 
/t is sue_type=" liver" 
213. .1277 
/codon_start=l 

/produc t = " deoxy r ibonuc lease DLAD " 
/protein_id="AAF05082 .1" 
/db_xref="GI : 6175550" 

/ 1 rans 1 a t i on = " MTAKPLRTVLS LLFFALSGVLGTPE I S CRNE YGEAVDWF I F YKL 
PKRTSKASEEAGLQYLYLDSTRQTWNKSLYLINSTRSALGRTLQHLYDTHNSTNDTAY 
. LIYNDGVPGSVNYSRQYGHAKGLLVWNRTQGFWLIHSVPKFPPVHGYEYPTSGRRYGQ 
TGI CI TFGYSQFEEI DFQLLVLQPNI YSCF I PSTFHWKLI YMPRMCANSSSLKI PVRY 
IAELHSAQGLNFVHFAKSSFYTDDIFTGWIAQKLKTHLLAQTWQKKKQELPSNCSLPY 
HVYNI KS I GVTSKS YFS SRQDHS KWCVS I KGSANRWTC I GDLNRSLHQALRGGGF I CT 
KNHYI YQAFHKLYLRYGFCK" 



ORIGIN 



Query Match 100.0%; Score 1652; DB 10; 

Best Local Similarity 100.0%; Pred. No. 0; 
Matches 1652; Conservative 0; Mismatches 0; 



Length 1654; 



Indels 



0; Gaps 



0; 



Qy 

Db 



1 CTAGTCGACAACTGAGCACAAAGGCTCCCAGAGTCACACTGGAATGTTGTGACAGAACCC 

II II III II I III 1 1 111 I MM Mill II I 111 I II 1 1 MM I III II III I II 1 1 III 

1 CTAGTCGACAACTGAGCACAAAGGCTCCCAGAGTCACACTGGAATGTTGTGACAGAACCC 



60 



60 



Qy 

Db 



61 ATCAGATGAC^TGGGACTCAGCCTCTTCTGTTTGTGCCCAAACAGTGAAC^GC^AAAGTG 12 0 

1 1 1 1 1 1 1 II 1 1 1 1 1 1! 1 1 1 1 1 II 1 1 1 1 M I II II Ml II I II I Ml 1 1 ! 1 1 1 II I II 1 1 

61 ATCAGATGACATGGGACTCAGCCTCTTCTGTTTGTGCCCAAACAGTGAACAGCAAAAGTG 120 



Qy 

Db 

Qy 
Db 

Qy 



121 AACCGACCCGCAAGGGAGCCAACGCGGCCTGAGAAAGACCTGACACTCTGACTCCACAGT 180 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 

121 AACCGACCCGCAAGGGAGCCAACGCGGCCTGAGAAAGACCTGACACTCTGACTCCACAGT 18 0 

181 CCCCTGCATGGAATGAAGGCCACAGATAGAAAATGAC 24 0 

I I I I I I I I II I II I I I I I II I I I I I I I I I I I I I II I II I I II I I I I I I I I I I I I I I I I II 

181 CCCCTGCATGGAATGAAGG CCA.CAGATAGAAAATGACAG CAAAG CCTCTAAGAACAGTTC 24 0 

241 TTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTCCTGGGGACACCAGAAATCTCATGCAGAA 300 



Db 


241 


Qy 


301 


Db 


301 


Qy 


361 


Db 


361 


Qy 


421 


Db 


421 


Qy 


481 


Db 


481 


Qy 


541 


Db 


541 


Qy 


601 


Db 


601 


Qy 


661 


Db 


661 


Qy 


721 


Db 


721 


Qy 


781 


Db 


781 


Qy 


841 


Db 


841 


Qy 


901 


Db 


901 


Qy 


961 


Db 


961 


Qy 


1021 


Db 


1021 


Qy 


1081 


Db 


1081 


Qy 


1141 


Db 


1141 


Qy 


1201 


Db 


1201 



lllllllll MM II II III II MM IIIIMIMMII III IMIIIMIIIII II III 

TTT CTTTG CTCTT CTTTG C C CT CT CTGGGGT C CTGGGGACAC CAGAAAT CT CATG CAGAA 300 
ATGAATATGGTGAAGCTGTGGACTGGTTTATCTTTTATAAGTTACCCAAAAGGACTAGC^ 360 

MM! Ill Mill llllllll III MIIIIIIIMIIIIMIIII Mill III Mill II 

ATGAATATGGTGAAGCTGTGGACTGGTTTATCTTTTATAAGTTACCCAAAAGGACTAGCA 360 
AGGCAAGTGAAGAGGCGGGGCTGCAGTACCTGTACCTGGACTCCACAAGACAAACCTGGA 420 

II III Ml I II 1 1 II 1 1 II II llllll II I II IMIMI 1 1 MM IMIIII III 1 1 II I 

AGGCAAGTGAAGAGGCGGGGCTGCAGTACCTGTACCTGGACTCCACAAGACAAACCTGGA 420 
ACAAGAGCCTCTACCTGATTAACAGCACCAGGAGTGCTCTGGGGAGGACCTTACAGCATC 480 

MM III Mill MIMIII III Mill III Mill Ml Mill Mill III llllll 

ACAAGAGCCTCTACCTGATTAACAGCACCAGGAGTGCTCTGGGGAGGACCTTACAGCATC 480 
TGTATGACACACATAATTCCACGAATGACACAGCCTATCTAATATACAACGATGGTGTCC 54 0 

MM llllllll III Mill III MIMIII Mill Ml II III Mill III III II I 

TGTATGACACACATAATTCCACGAATGACACAGCCTATCTAATATACAACGATGGTGTCC 54 0 
CTGGATCTGTGAATTACAGCAGACAGTATGGACATGCCAAAGGTCTGCTGGTATGGAACA 600 

Mill III I Ml I MM III I III MM Mill MINIMI III MM I III MM III 

CTGGATCTGTGAATTACAGCAGACAGTATGGACATGCCAAAGGTCTGCTGGTATGGAACA 600 



I I I I I I I I I I I I II I I I I I I II I II I I I I II I I II I I I I I I I I I I I I I I II I I I I I I I I 

GAACGCAGGGGTTCTGGCTGATACACTCTGTTCCCAAGTTTCCCCCAGTTCATGGCTATG 

AGTACCCAACCTCGGGGAGGCGATATGGACAAACCGGCATCTGCATCACTTTCGGATACA 

I III I MM I II I III I III I III II II 1 1 III I III II llllll I Ml I III I llllll 



GCCAGTTTGAGGAAATAGATTTTCAGCTCTTGGTCTTACAACCAAACATCTACAGCTGCT 780 

I M I M 1 1 II 1 1 M M I M 1 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 II 1 1 Ml 1 1 1 1 1 1 M 1 1 1 M 1 1 

GCCAGTTTGAGGAAATAGATTTTCAGCTCTTGGTCTTACAACCAAACATCTACAGCTGCT 780 

TCATTCCAAGCACCTTTCACTGGAAACTTATCTACATGCCCCGGATGTGTGCCAACTCCA 84 0 

II I I I I I I I I I I II I I I II I I I I I I I I I I II I II I II II I II I I I II I II II I I II I II I 

TCATTCCAAGCACCTTTCACTGGAAACTTATCTACATGCCCCGGATGTGTGCCAACTCCA 84 0 

GTTCCTTAAAGATCCCTGTCCGGTACCTCGCTGAACTGCACTCAGCCCAGGGTCTAAACT 900 

I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 Ml 1 1 1 1 1 1 II M M 1 1 II M 1 1 1 1 II 

GTTCCTTAAAGATCCCTGTCCGGTACCTCGCTGAACTGCACTCAGCCCAGGGTCTAAACT 900 



Ml 1 1 1 1 1 II II 1 1 1 1 1 1 II 1 1 1 1 1 1 II I ! 1 1 II II 1 1 1 1 1 1 1 1 1 II II I II 1 1 1 1 1 1 1 



AAAAGTTGAAGACACATTTGTTAGCACAAACCTGGCAGAAAAAGAAACAAGAGCTTCCTT 1020 

MM I II III MM 1 1 MM II III III II Ml Mill III MM MM MM Mill II 

AAAAGTTGAAGACACATTTGTTAGCACAAACCTGGCAGAAAAAGAAACAAGAGCTTCCTT 1020 
CAAACTGTTCCCTGCCTTACCATGTCTACAACATCAAGTCCATTGGGGTAACTTCCAAGT 108 0 

Ml 1 1 1 1 M Ml II 1 1 1 1 III 1 1 1 M 1 1 1 1 II 1 1 II I M II II 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 

CAAACTGTTCCCTGCCTTACCATGTCTACAACATCAAGTCCATTGGGGTAACTTCCAAGT 108 0 
CTTACTTCAGTTCTCGCCAAGACCATTCCAAATGGTGTGTTTCCATAAAGGGCTCCGCAA 114 0 

MM II I III MM II II II I lllllllll II III I MM I Mill III II I MM III I 

CTTACTTCAGTTCTCGCCAAGACCATTCCAAATGGTGTGTTTCCATAAAGGGCTCCGCAA 114 0 
ATCG CTGGACCTG CATTGGAGACCTAAATCGAAG CCTACACCAAG CCTTAAGAGGTGGAG 1200 

1 1 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 M I M I M 1 1 1 M 1 1 1 M I II I M I II I II 1 1 1 M M M 

ATCG CTGGACCTG CATTGGAGACCTAAATCGAAG CCTACACCAAG CCTTAAGAGGTGGAG 1200 

GATTCATCTGTACAAAGAATCA.CTACA.T^ 1260 

I I II II II II I II II I II II II I I I II I I I I I I II I II I I I I II I I I II II I I I I I I I I I 

GATTCATCTGTACAAAGAATCACTA(^TTTACCAGGCA.TTTCATAAATTATATCTCCGTT 1260 



yy 


l^Sbl 


UD 




uy 


loz 1 


UD 


i TOT 


uy 


IJOl 


UD 




W 


14 41 


UD 


1 A A 1 


uy 


1 D U 1 


UD 


1 c: r\ 1 
iDUl 


uy 


IDol 




1 D D 1 


yy 


1DZ1 


Db 


1621 



ATGGGTTCTGTAAGTAAACTCX^ 1320 

II III III I III II II II 1 1 1 Ml MMIII II Mill II II III II I II I Mill MM 

ATGGGTTCTGTAAGTAAACTCGGTGAAAGGCCACACCCTCTGTCCTTGAAAACACTGG 1320 
CTGGAACATCTCGCCTTGGATCTGTTCTCCATAA^^ 1380 

lllllllllllllllllllllllllllllllllllllllllillllMIIIIIIIIIIII 

CTGGAACATCTCGCCTTGGATCTGTTCTCCATAATTTCAAGGCTTCTG^ 1380 
GTAGCGTCCAATAAAAGCACTGTGAGCCCAC 144 0 

MM I III M Ml MM MM MM MM MM MM MM MM MIM IN MMMI 

GTAGCGTCCAATAAAAGCACTGTGAGCCCACATTTACCTTCCTATGTTCAAATC^GAGA 144 0 
AATAGGAGTCATCTGCATGTATGGAATTAGAAATCAAAATCATGATATGTAAGTAATAGC 1500 

IMIMII Mill III II III llllllll Mill IIMII II III llllllllllll! II 

AATAGGAGTCATCTGCATGTATGGAATTAGAAATCAAAATCATGATATGTAAGTAATAGC 1500 

ACCAGGGGACAGAATACAATATTTTCCTCCAGTTTAATTACCTTCAGTGGTCTGTCTTGT 1560 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
ACCAGGGGACAGAATACAATATTTTCCTCCAGTTTAATTACCTTCAGTGGTCTGTCTTGT 1560 

GGATTAAGTTTCATCTCTCACAAAGCAACCCTGACTGTCCTGTTTGAAGAAATAAAGGTG 1620 

I I I M II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 Ml 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

GGATTAAGTTTCATCTCTCACAAAGCAACCCTGACTGTCCTGTTTGAAGAAATAAAGGTG 1620 

CCCTCCTCCCCCTTAAAAAAAAAAAAAAAAAA 1652 

I I I I I II I I I I I I I I I I I I II I I I I I I I I I II 

CCCTCCTCCCCCTTAAAAAAAAAAAAAAAAAA 1652 



RESULT 7 
AF178974 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 
MEDLINE 
PUBMED 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



CDS 



AF178974 1498 bp mRNA linear ROD 29-NOV-1999 

Rattus norvegicus deoxyribonuclease DLAD mRNA, complete cds . 
AF178974 

AF178974.1 GI:6470130 

Rattus norvegicus (Norway rat) 
Rattus norvegicus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; 
Rattus . 

1 (bases 1 to 1498) 
Tanuma , S . and Shiokawa , D . 

Cloning of a cDNA encoding a rat DNase I I -like acid DNase 
Biochem. Biophys . Res. Commun. 265 (2), 395-399 (1999) 
20025354 
10558878 

2 (bases 1 to 1498) 
Shiokawa,D. and Tanuma, S. 
Direct Submission 

Submitted ( 19-AUG-1999) Biochemistry, Science University of Tokyo, 
Shinjuku-ku Ichigaya Funagawara-machi 12, Tokyo 162-0826, Japan 

Locat ion/ Qual i f iers 

1. .1498 

/organism= "Rattus norvegicus" 

/mol_type= "mRNA" 

/strain="Wistar" 

/db_xref="taxon: 10116" 

159. .1229 

/ codon_s t a r t = 1 

/p roduc t = " deoxy r ibonuc 1 ea s e DLAD " 
/protein_id="AAF13596. 1" 
/db_xref ="GI : 6470131" 

/ 1 rans la t ion= " MTAQPLKAALPLLFVALSGVLGTPVI SCI NEDGKAVDWFAFYKL 
PRRTSRGGTGMGLDYLYLDSTMRTWSKSHHLINSSRSSLGRTLEQLYEAHNAKNDTAY 
LIYNDAVPASVNYSGNYGHAKGLLVWNRVQGFWLIHSI PKFPPVPEKGYEYPSSGRQY 
AQSGLCITLKYSQYETIDSQLLVFQPNIYSCFI PNIFRWELIHMPQMCAKSSASKI PS 



ORIGIN 



RRLTVLQSAQGLNFLHFAKSTFYTDDIFAAWIAQKLKVHLLVESWQRKNHELPSNCSL 
PYHVYNIKAIRGPLQSDFPSHHDHSKWCVSTKDSQARWTCIGDLNRSPHQALRSGGFI 
CSKNRY I YQSFDRLVSHYASCN " 



Query Match 61.0%; Score 1008.4; DB 10; Length 1498; 

Best Local Similarity 82.0%; Pred. No. 4.8e-285; 

Matches 1212; Conservative 0; Mismatches 256; Indels 10; Gaps 4; 

CATCAGATGACATGGGACTCAGCCTCTTCTGTTTGTC 119 

II I III II IIIMIIIIIIIIIIIIIIIIIIIIM IMIIIII Ml Ml 

CATC^GATGACATGAGACTCAGCCTCTTCTGTTTGTGCCCAAGCAGTGAACGGCAGGAGT 6 5 
GAACCGACCCGCAAGGGAGCCAACGCGGCCTGAGAAAGACCTGACACTCTGACTCCACAG -179 

I I II II III II 1 1 1 1 1 E 1 1 1 1 1 Ml 1 1 1 1 MM I 11.11, 

GGATAGAACCCGCAGCGGACCGGTGCGGCCTGAGAGAGATTTGACGCTCTGACTCCACAG 125 
TCCCCTGCATGGAATGAAGG CCACAGATAGAAAATGACAG CAAAG CCTCTAAGAACAGTT 239 

II IIIIIIMI I IMIIIII 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I III I 

TCTGAGGCATGGAATGAAAGCCACAGACAGAAAATGACAGCCCAGCCTCTAAAAGCAGCT 185 
CTTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTCCTGGGGACACCAGAAATCTCATGCAGA 299 

Ml 1 1 1 1 1 1 1 1 1 1 1 i I E 1 1 1 1 II M I i 1 1 1 1 1 1 1 1 1 1 M 1 1 MMM MM I 

CTTCCTTTGCTCTTCGTTGCCCTGTCCGGAGTCCTGGGGACACCAGTAATCTCGTGCATA 245 
AATGAATATGGTGAAG CTGTGGACTGGTTTAT CTTTTATAAGTTACCCAAAAGGACTAG C 35 9 

II III Mill MM 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 MMM Ml 

AACGAAGATGGTAAAGCCGTGGACTGGTTTGCCTTTTATAAGTTACCCAGAAGGACCAGC 305 
AAGGCAAGTGAAGAGGCGGGGCTGCAGTACCTGTACCTGGACTCCACAAGACAAACCTGG 419 

I I I M II I 1 1 1 1 i 1 1 I It I M 1 1 M 1 1 1 II 1 1 1 1 1 1 1 1 lllllll 

AGAGGAGGTACAGGGATGGGG CTGGATTACCTGTAGCTGGACT CCACAATGAGAACCTGG 365 
AACAAGAG CCT CTAC CTGATTAACAG CAC CAGGAGTG CTCTGGGGAGGACCTTACAG CAT 47 9 

I 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 M I MMM I Mill MMM I MM 

AG CAAGAG CCACCACCTGATTAACAG CAG CAGGAG CTCCCTGGGAAGGACCCTGGAG CAG 425 
CTGTATGACACACATAATTCCACGAATGACAC^ 539 

MMMM MM Ml III 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 II I MM 

CTGTATGAAG CACACAATGC CAAGAATGACACAGCCTATCTGATATACAATGACG CTGT C 485 
CCTGGATCTGTGAATTACAGCAGACAGTATGGACATGCCAAAGGTCTGCTGGTATGGAAC 599 

MM 1 1 1 M 1 1 1 1 1 1 M 1 1 1 II I M M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

CCTGCATCTGTGAATTACAGCGGAAATTACGGGCATGCCAAAGGTCTGCTGGTATGGAAC 54 5 
AGAACGCAGGGGTTCTGGCTGATACACTCTGTTCCCAAGTTTCCCCCAGTTC AT 653 

III M II I ! M II 1 1 1 1 M II II Ml 1 1 II ! 1 1 M 1 1 1 1 1 1 Ml 1 1 I 

AGAGTGCAGGGGTTCTGGCTGATTCATTCTATTCCCAAGTTTCCCCCAGTTCCGGAAAAA 605 
GGCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAAACCGGCATCTGCATCACTTTC 713 

IMIIIII 1 1 1 1 M I II II M M I M Mill Mill III IIIIIIMI II 

GGCTATGAATACCCAAGCTCGGGGAGGCAATATGCACAAAGTGGCCTCTGC^TCACTCTC 665 
GGATACAGCC^GTTTGAGGAAATAGATTTTCAGCTCTTGGTCTTACAACQWVCATCTAC 773 

'I MM MMMM 1 1 1 M 1 1 1 1 1! 1 1 1 II 1 1 1 E 1 1 1 1 1 1 1 1 

AAATACAGCCAGTATGAGACAATAGATTCTCAGCTCTTGGTCTTCCAGCCAAACATCTAC 725 
AGCTGCTTCATTCCAAGCACCTTTCACTGGAAACTTATCTACATGCCCCGGATC 833 

Mill Mill MM II Mill MM MM Ml 1 1 ! 1 1 1 1 I MIIIIMM 

AGCTGTTTCATCCCAAACATCTTTCGCTGGGAACTCATCCACATGCCTCAGATGTGTGCC 785 
AACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCTGAACTGCACTCAGCCCAGGGT 893 

M MMM Ml 1 1 II M M 1 1 MM MM Ml Ml II II I II 1 1 1 1 1 1 1 

AAGTCCAGTGCCTCAAAGATCCCTAGCCGGCGCCTCACTGTACTTCAGTCAGCCCAGGGT 84 5 
894 CTAAACTTCGTCCATTTTGCAAAATCAAGT 953 

IMIIIII MIIIIMM lllllll MM I III I MM I III 1 1 III III Ml 



Qy 


60 


Db 


6 


Qy 


120 


Db 


66 


Qy 


180 


Db 


126 


Qy 


240 


Db 


186 


Qy 


300 


Db 


246 


Qy 


360 


Db 


306 


Qy 


420 


Db 


366 


Qy 


480 


Db 


426 


Qy 


540 


Db 


486 


Qy 


600 


Db 


546 


Qy 


654 


Db 


606 


Qy 


714 


Db 


666 


Qy 


774 


Db 


726 


Qy 


834 


Db 


786 


Qy 


894 





ft 4 £ 
o *± o 


U 1 1 Lb 1 b.btt.1 1 1 ibbbAtt-tt 1 bttttb 1111 1A1HL IbAlbAbAl b. 1 1 IbbttbLb Ibb 


Q fi C 


Qy 


954 


ATAG CTCAAAAGTTGAA.GACACATTTGTTAG CACAAACCTGG CAGAAAAAGAAACAAGAG 


1013 






llllllllllll Mill llllll 1 1 1 II MINIM MUM II III 






-7 U O 


A 1 LAAHAbL IbAttbb Ibb-A 1 1 Ibb. loo lttbAtt. 1 b,L. llib LAbUjAAAb/^L LALbHu 




Qy 


1014 


CTTCCTTOWVCTGTTCCCTGCCTTACCATGTCTACAACATCAAGTCCATTGGGGTAACT 


1073 






lllllllllllllllllllllllllllllllllllllllllllll Mill III 1 II 




JJXJ 


7DD 


b. 1 IV^b-l 1 LAHAL lb 1 ILLLlbLLl 1 ALLA lb 1 b 1 ALAALA 1 LAAbbLLA 1 ILuuuunLLl 


i H9 

X bZ D 




1 074 


TpPA anTPTTarTTPapTTrTPPrraanarraTTPra a a tpptptptttppb Ta a app/ip 

1 V^bttttb 1 L 1 1AL. 1 1 b-ttb 1 1L1 Lbb.bttAbttb.b-tt.1 1 L.U\HH1uIj lb ibll 1 LLAiiiHAbuuL 


11 J J 


jjjj 




MM Mill Mill II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 Mill 1 

ctcic A.nTfPn a PTTPPPTTPTPaTpa ppa ppa TTPPa a a TPPTPTPTTTPPa paa anra c 

\_ 1 O^-rio 1 b-v_.btt.Vw 1 1 bbb. 1 1L1 b_tt 1 b-ttbbttbbtt. 1 1 LbrtAAlbb lb 1 b 1 1 1 LbAbnAAbbAL 


Ivo j 


Qy 


1134 


TCCGCAAATCGCTGGACCTGCATTGGAGACCTAAATCGAAGCCTACACCAAGCCTTAAGA 


1193 






II llllllllllll MMMMMMIMM MM Ml Nihil III 




j-jjj 


x u o o 


TPTPannPTPr^r , Trirzz\r i PTnTZiTT i ririAriapr , TZi a aTPPPappppapaTPaapppTTPana 

1 L 1 LAUUL 1 LUL luuhLL lu In 1 luunuHLL IHnn 1 LubnbLLbnbn 1 bnAbLL 1 IbAun. 


X Xfi D 


Qy 


1194 


GGTGGAGGATTCATCTGTACAAAGAATCACTACATTTACCAGGCATTTCATAAATTATAT 


1253 






MIMIIMI llllll 1 MM llllllllllll Mill III III 1 






X X *± D 


Z1PTPPZ1PPA TTTZiTPTPlT'T'PriA aPaaTPPPTAPATTTa PPaPTPaTTTPATAPPTTAPTT 
tt.b 1 ubiiubn. 1 1 InlLlul 1 b.bi-itt.btt-tt. 1 Luu IttA tt 1 1 Ittb b-ttb 1 btt Ill bAlAbb 1 Ittb 1 1 


1ZUD 


Qy 


1254 


CTCCGTTATGGGTTCTGTAAGTAAACTCGGTGAAAGGCCACACCCTCTGTCCTTGAAAAC 


1313 






II Mill 1 llllll III II II llllll 1 Mill III MM II II 




rvh 

i-JU 


X Z U O 


TPPPATTATPPPTPPTPTa A PTAaPPTTPPPPA A APPTPPPA P'P^P 1 A P 1 T , r , P , P 1 P"T ,r rA AAPAP 
1 b.b.btt.1 ltt. 1 bLL ILLlb ltttt.b. 1-ttttbL. 1 lubboAAnbb 1 LbbAbbbAL 1 bbbb 1 IttAttbttL. 




Qy 


1314 


ACTGGCACTGGAACATCTCGCCTTGGATCTGTTCTCCATAATTTCAAGGCTTCTGAGTGA 


1373 






llllll MM llllll MIMIIMM II I'll II MM IMIIIIM 






1 9££ 


A PTPP PTPTPPP 1 A PATPTTPPPTTPP A TPTATTPTPPB TA TPTTA A A fPTTTPTP APTf 
AblbbL 1 LlbbbAbAl b, 1 lbbb 1 IbbAl b, 1A1 i b. 1 bbAlAlbi lAAAbb 111 b, Ibttblb- 


1 "J Oil 


Qy 


1374 


GCACAACGTAGCGTCCAATAAAAGCACTGTGAGCCCACATTTACCTTCCTATGTTCAAAT 


1433 






1 III 1 1 MIMIIMI III Mil II IMIIIIM 1 II Mill II 




n"h 


XJ Z D 


TPPTA A PATPTPaTPPa aTAAAA-aa PTATPAPTPPAPATTTA PPATTPTPPPTTPA PAT 
IbblH/ibfilblbAlbbAAlAAAA-AAblAlbAblbbAbAl 1 lALbAl lLlbbbi Ibttbttl 


1 TOT 


Qy 


1434 


CAAGAGAAATAGGAGTCATCTGCATGTATGGAATTAGAAATCAAAATCATGATATGTAAG 


1493 






II lllllll III III II 1 III MIMIIMM llllll MIIMI 






1 JOT 


PAPPAPA A ATPTPAPPPATTTPTPTTTATPA A ATTAPA A ATPPA A ATPATPPTATPTA A A 
bftbbHbiwi 1L1 UHbblA lllblbll li-i 1 btttttt. 1 ltt.btt.tttt. 1 b-L-tttt/\ 1 b-tt. 1 bb 1 tt. 1 b Itt-tttt. 


1 A A "i 
X*t *± J 


Qy 


1494 


TAATAG CACCAGGGGAb^GAATACAATATTTTCCTC CA 1531 








III III llllll IMIMIII MM . 




Db 


1444 


TAGCA - - TGGGGGAAATAGAATAAAATATTTTCTTCCA 1479 




RESULT 


2 






US-09- 


574-942- 


-1 





Sequence 1, Application US/09574942 



; Patent No. 6358723 
; GENERAL INFORMATION: 

; APPLICANT: Eastman, Alan R. v 
; APPLICANT: Krieser, Ronald J. V 
; TITLE OF INVENTION: DEOXYRIBONUCLEASE II BETA PROTEINS AND cDNAS 
; FILE REFERENCE: DC-0137 

; CURRENT APPLICATION NUMBER: US/09/574,942 

; CURRENT FILING DATE: 2000-05-19 

; PRIOR APPLICATION NUMBER: 09/541,840 

; PRIOR FILING DATE: 2000-04-03 

; NUMBER OF SEQ ID NOS : 6 

; SOFTWARE: Patentln Ver. 2.1 

; SEQ ID NO 1 

LENGTH: 1224 

TYPE: DNA 

ORGANISM: MUS sp . 
US-09-574-942-1 

Query Match 73.8%; Score 1219.8; DB 3; Length 1224; 

Best Local Similarity 99.8%; Pred. No. 0; 

Matches 1221; Conservative 0; Mismatches 2; Indels 0; Gaps 0; 



Qy 


175 


CACAGTCCCCTGCATGGAATGAAG 


234 






t 1 1 1 1 1 1 i 1 1 I 1 1 1 1 1 1 1 II 1 1 1 1 1 l i l l l l i 1 1 1 1 1 1 11 1 1 1 1 1 1 1 l l l l l l i 1 1 1 1 1 
1 II II II II II II II II II 1 II II 1 II II II 1 II M II II II II II II II II II Mill 




Db 


2 


CCCAGTCCCCTGCATGGAATGA^ 


61 


Qy 


235 


CAGTTCTTTCTTTGCTCTTC 


294 






1 1 1 I 1 1 1 1 1 1 1 1 1 l l I I l l l ll l l l l I I I I I I l I I 1 1 1 l 1 l l l l l l l l l I I M I l l l l I I 

1 II II 1 II II II II 1 1 I 1 II II II 1 I ! 1 II 1 1 II II II 1 II II 1 1 1 1 1 II 1 1 11 M II 




Db 


62 


CAGTTCTTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTCCTGGGGAC^CCAGAAATCTCAT 


121 


Qy 


295 


GCAGAAATGAATATGGTGAAGCTGTGGACTGGTTTATCTTTTATAAGTTACCCAAAAGGA 


354 






1 1 1 1 1 1 1 1 1 1 1 1 I I I I I I I I I I I I I I I I I i I I I I I I I I I I I I 1 l I I I I I I I 1 1 I I I I I I 1 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 II 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


122 


G CAGAAATG AATATGG TG AAG CTG TGG A CTGG TTT AT CTTTT ATAAG TTA C C CAAAAGGA 


181 


Qy 


355 


CTAGCAAGGCAAGTGAAGAGGCGGGGCTGCAGTACCTGTACCTGGACTCC^ 


414 






1 1 I 1 I 1 1 I I I I I I I I t I I I I I I I I I I I I I I I I I I I I I I I I I I 1 I 1 I I I I I I I I I I I t I I I 

.1 1 II 1 1 ! 1 1 1 1 1 1 ! 1 1 1 1 1 II 1 1 1 1 1 ! II 1 1 ! t 1 II 1 1 II ! 1 II II II 1 1 1 1 1 1 1 1 1 1 II 




Db 


182 


CTAGCAAGG CAAGTGAAGAGGCGGGG CTGCAGTACCTGTACCTGGACTCCACAAGACAAA 


241 


Qy 


415 


CCTGGAACAAGAGCCTCTACCTGATTAACAGCACCAGGAGTGCTCTGGGGAGGACCTTAC 


474 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I I I I I I l I I I I I I I I I I I I l I I t l I I I I l I I I I I I I I I I I I I I 1 

1 i 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II II 1 1 1 1 1 1 1 II 1 1 1 




Db 


242 


CCTGGAACAAGAGCCTCTACCTGATTAACAGCACCAGGAGTGCTCTGGGGAGGACCTTAC 


301 


Qy 


475 


AGCATCTGTATGACACACATAATTCCACGAATGACACAGCCTATCTAATATACAACGATG 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 11 1 1 1 1 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 


534 


Db 


302 


1 II 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 II II 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 

AGCATCTGTATGACACACATAAT^ 


361 


Qy 


535 


GTGTCCCTGGATCTGTGAATTACAGCAGACAGTATGGACATG C CAAAGGT CTGCTGGTAT 


594 






II I I I I 1 I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I 1 l I I I I 1 I 1 I 1 I 1 I i i I I i i i i i i i 

! II M 1 1 II 1 1 1 1 1 1 II 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 




Db 


362 


GTGTCCCTGGATCTGTGAATTACAGCAGACAGTATGGACATGCCAAAGGTCTGCTGGTAT 


421 


Qy 


595 


GGAACAGAACGCAGGGGTTCTGGCTGATACACTCTGTTCCCAAGTTTCCCCCAGTTCATG 


654 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 l 1 1 l l l l l l l l l l l l l l l l 

! 1 1 1 1 II 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 II 1 1 1 : 1 1 1 11 1 1 1 1 II II 




Db 


422 


GGAACAGAACGCAGGGGTTCTGGCTGATACACTCTGTTCCCAAGTTTCCCCCAGTTCATG 


481 


Qy 


655 


GCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAAACCGGCATCTGCATCACTTTCG 


714 






It 1 1 1 1 1 1 1 I 1 1 I 1 I 1 I I I i I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I i I I I I I I I I 
1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II II II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II 




Db 


482 


GCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAAACCGGCATCTGCATCACTTTCG 


541 


Qy 


715 


GATACAGCCAGTTTGAGGAAATAGATTTTCAGCTCTTGGTCTTACAACCAAACATCTACA 


774 






I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 1 I I I 1 I I I I I 1 1 1 1 I I I i 1 1 I I i i i 

II 1 1 1 II 1 II 1 1 1 1 1 II 1 II II II 1 1 II 1 II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 




Db 


542 


GATACAGCC^GTTTGAGGAAATAGATTTTC^GCTCTTGGTCTTACAACCAAACATCTACA 


601 


Qy 


775 


GCTGCTTCATTCCAAGCACCTTTCACTGGAAACTTATCTACATGCCCCGGATGTGTGCCA 


834 






1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 M 1 1 1 II 1 1 1 1 1 1 II I 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 I 1 1 1 II 
1 1 1 1 1 1 1 1 M II 1 1 1 1 II 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 




Db 


602 


GCTGCTTCATTCCAAGCACCTTTCACTGGAAACTTATCTACATGCCCCGGATGTGTGCCA 


661 


Qy 


835 


ACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCTGAACTGCACTCAGCCCAGGGTC 


894 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 I I I I I I I I I I I I I I I 1 I 1 I I I I I I I I 1 I 
1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 II 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 




Db 


662 


ACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCTGAACTGCACTCAGCCCAGGGTC 


721 


Qy 


895 


TAAACTTCGTCC^TTTTGCAAAATCAAGTTTTTATACTGATGACATCTTTAGAGGA 


954 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 I I I I I 1 1 1 l l l I l l l ll ll l l l l l l l M I I I 
1 II II 1 1 1 1 ! 1 II 1 i ! M 1 II 1 1 1 1 1 1 II 1 1 1 II 1 II II 1 II 1 1 II ! I II 1 1 1 1 1 1 1 1 II 




Db 


722 


TAAACTTCGTCCATTTTGCAAAATCAAGTTTTTATACTGATGACATCTTTACAGGATGGA 


781 


Qy 


955 


TAG CTCAAAAGTTGAAGACACATTTGTTAGCACAAACCTGG CAGAAAAAGAAACAAGAG C 


1014 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 l 1 1 l l l l l l l l l I I I I 1 I I 1 I I I i I I I I i I i i i i 
! II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 i 1 II 1 1 1 1 1 1 II II II II 1 1 II 1 1 1 II 1 II II 1 1 1 ! 1 1 1 




Db 


782 


TAGCTCAAAAGTTGAAGACACATTTGTTAGCACAAAC 


841 


Qy 


. 1015 


TTCCTTCAAACTGTTCCCTGCCTTACCATGTCTACAACATCAAGTCCATTGGGGTAACTT 


1074 






1 1 1 1 1 1 1 1 1 1 1 1 1 I I I I I I I I I I I I I I I I I I I I I I M I I I i i i i i i i i i i i i i i i i i i i i 
1 II 1 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


842 


TTCCTTCAAACTGTTCCCTGCCTTACCATGTCTACAACATCAAGTCCATTGGGGTAACTT 


901 


Qy 


1075 


CCAAGTCTTACTTCAGTTCTCGCCAAGACCATTCCAAATGGTGTGTTTCCATAAAGGGCT 


1134 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 11 1 1 1 1 1 l 1 1 1 I 1 1 I l l I i I i I I I i i 1 I 1 I I I 1 t I i I I i i I 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 




Db 


902 


CCAAGTCTTACTTCAGTTCTCGCCAAGACCATTCCAAATGGTGTGTTTCCATAAAGGGCT 


961 


Qy 


1135 


CCGCAAATCGCTGGACCTGCATTGGAGACCTAAATCGAAGCCTACACCAAGCCTTAAGAG 


1194 



llllllll III III II II II 1 1 II III II MM II INI III I II III II II III MM I 



bb 962 CCX^CAAATCGCTGGACCTGCATTGGAGACCTAAATCGAAGCC^ 1021 



uy 


i i nr 

i iy d 


UD 


lUZZ 


Qy 


T O C C 


UD 


i r\ d o 
lUo z 


Qy 


1 J lb 


UD 




Qy 


1375 


Db 


1202 



GTGGAGGATTCATCTGTACAAAG^^ 1254 

1 1 1 II 1 1 1 II I II 1 1 Ml! I II 1 1 1 II II II 1 1 Ml 1 1 II 1 1 1 II II I II I III II III I 

GTGGAGGATTCATCTGTACAAAGAATCACTACATTT^ 1081 
TCCGTTATGGGTTCTGTAAGTAAACTCGGTGAAAGGCCACACCCTCTGTCCTTGAAAA(^ 1314 

1 1 1 Ml MM Ml 1 1 1 II M II 1 1 1 II 1 1 Ml MM M II I M II 1 1 IN I M M M M I 

TCCGTTATGGGTTCTGTAAGTAAACTCGGTGAAAGGCCACACCCTCTGTCCTTGAAAAC^ 1141 
CTGGCACTGGAACATCTCGCCTTGGATCTGTTCTCCATAATTTCAAGGCTTCTGAGTGAG 13 74 

MMMMMMMMMMMMMMMMMMMMI M M I M M I M I M M I 

CTGGCACTGGAACATCTCGCCTTGGATCTGTTCTCCATAATATCAAGGCTTCTGAGTGAG 12 01 
CACAACGTAGCGTCCAATAAAAG 1397 

MMMMMMMIMMMM 

CACAACGTAGCGTCCAATAAAAG 1224 



RESULT 3 
US-09-949-434-1 

Sequence 1, Application US/09949434 
Patent No. 6767997 
GENERAL INFORMATION: 
APPLICANT: Eastman, Alan R. 
APPLICANT: Krieser, Ronald J . 

TITLE OF INVENTION: DEOX YR I BONUCLEAS E II BETA PROTEINS AND cDNAS 
FILE REFERENCE: DC-0137 

CURRENT APPLICATION NUMBER: US/09/94 9,434 
CURRENT FILING DATE: 2001-09-07 
PRIOR APPLICATION NUMBER: 09/574,942 
PRIOR FILING DATE: 2000-05-19 
NUMBER OF SEQ ID NOS : 6 
SOFTWARE: Patentln Ver. 2.1 
SEQ ID NO 1 
LENGTH: 1224 
TYPE : DNA 
ORGANISM: Mus sp . 
US-09-949-434-1 

Query Match 73.8%; Score 1219.8; DB 4; Length 1224; 

Best Local Similarity 99.8%; Pred. No. 0; 

Matches 1221; Conservative 0; Mismatches 2; Indels 0; Gaps 0; 

CACAGTCCCCTG CATGGAATGAAGG CCACAGATAGAAAATGACAG CAAAG C CTCTAAGAA 234 

I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 

CCCAGTCCCCTG CATGGAATGAAGG CCACAGATAGAAAATGACAG CAAAG C CTCTAAGAA 6 1 
CAGTTCTTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTCCTGGGGACACCAGAAATCTCAT 294 

II I II 1 1 1 1 1 1 1 II I II 1 1! 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 II II 1 1 1 1 II II 1 1 1 

CAGTTCTTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTCCTGGGGACACCAGAAATCTCAT 121 
GCAGAAATGAATATGGTGAAGCTGTGGACTGGTTTATCTTTTATAAGTTACCCAAAAGGA 354 

III II II III MM I Mill III III II llllllllll III Mill Mill I Illlllll 

GCAGAAATGAATATGGTGAAGCTGTGGACTGGTTTATCTTTTATAAGTTACCCAAAAGGA 181 
CTAGCAAGGCAAGTGAAGAGGCGGGGCTGC^GTACCTGT^ 414 

MMMMMMMMMMMMMMMMMMMMMMMMMMMMMM 

CTAGCAAGGCAAGTGAAGAGGCGGGGCTGCAGTACCTGTACCTGGACTCCACAAGACAAA 241 
CCTGGAACAAGAGCCTCTACCTGATTAACAGCACCAGGAGTGCTCTGGGGAGGACCTTAC 474 

II III II Ml llllllllll III llllllllll Mill III Mill II III Illlllll 

CCTGGAACAAGAGCCTCTACCTGATTAACAGCACCAGGAGTGCTCTGGGGAGGACCTTAC 301 
AGCATCTGTATGACAC^CATAATTCCACGAATGAC^ 534 

Ml M Ml III III III IM III Ml II IMM IMMMIMM Ml II M 1 1 IMM 

AGCATCTGTATGACACAC^TAATTCCACGAATGACAC^GCCTATCTAATATAa^CGA^ 361 



Qy 


175 


Db 


2 


Qy 


235 


Db 


62 


Qy 


295 


Db 


122 


Qy 


355 


Db 


182 


Qy 


415 


Db 


242 


Qy 


475 


Db 


302 



Qy 


535 


GTGTCCCTGGATCTGTGAATTACAG 


594 






i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 

II II II 1 1 1 1 1 1 1 1 II II 1 II II II II II II II II II 1 1 1 1 1 1 II 1 II II 1 M 1 1 1 1 1 II 




Db 


362 


GTGTCCCTGGATCTGTGAATTACAGCAGACAGTATGGACATC 


421 


Qy 


595 


GGAACAGAACGCAGGGGTTCTGGCTGATACACTCTGTTCCCAAGTTTCCCCCAGTTCATG 


654 




l l I I i I I I I I I I I I I I I I I I l l l l l l l l I l I I I I t i I I I i I i i i i i i I t i t i i i i i i i i i 
1 II 1 1 1 1 1 1 1 II II 1 II 1 1 II 1 1 II 1 1 1 II 1 II 1 II 1 II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


422 


GGAACAGAACGCAGGGGTTCTGGCTGATACACTCTGTTCCCAAGTTTCCCCCAGTTCATG 


481 


Qy 


655 


GCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAAACCGG 


714 




I i i i I i i i i i i i i i i i i i i i I I I I I I i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i 

1 II II 1 II ! 1 1 II ! II 1 1 1 1 1 1 1 1 II 1 II 1 II II 1 II 1 II II 1 II II II II 1 1 II 1 1 1 1 II 




Db 


482 


GCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAAACCGGCATCTGCATCACTTTCG 


541 


Qy 


715 


GATACAGCCAGTTTGAGGAAATAGATTTTCAGCTCTTGGTCTTACAACCAAACATCTACA 


774 




i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i r i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 II 1 1 1 1 1 1 1 1 II 1 1 II II 1 II 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


542 


GATACAGCCAGTTTGAGGAAATAGATTTTCAGCTCTTGGTCTTACAACCAAACATCTACA 


601 


Qy 


775 


GCTGCTTCATTCCAAGCACCTTTCACTGGAAACTTATCTACATGCCCCGGATGTGTGCCA 


834 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i t i i t i i i 

1 1 II 1 II 1 ! I 1 II II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 




Db 


602 


GCTGCTTCATTCCAAGCACCTTTCACTGGAAACTTATCTACATGCCCCGGATGTGTGCCA 


661 


Qy 


835 


ACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCTGAACTGCACTCAGCCCAGGGTC 


894 






i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i { i i 

1 II 1 1 1 1 1 1 1 1 II 1 1 II II II 1 1 1 1 II 1 1 II 1 II 1 1 1 II 1 1 II 1 II II 1 1 1 II 1 1 II 1 II 




Db 


662 


ACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCTGAACTGCACTCAGCCCAGGGTC 


721 


Qy 


895 


TAAACTTCGTCCATTTTGCAAAATCAAGTTTTTATACTGATGACATCTTTACAGGATGGA 
i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 


954 


Db 


722 


1 1 1 1 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 
TAAACTTCGTCCATTTTGCAAAATCAAGTTTTTATACTGATGACATCTTTACAGGATGGA 


781 


Qy 


955 


TAGCTCAAAAGTTGAAGACACATTTGTTAGCACAAACCTGGCAGAAAAAGAAACAAGAGC 


1014 






1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II II 1 




Db 


782 


TAGCTCAAAAGTTGAAGACACATTTGTTAGCACAAACCTGG CAGAAAAAGAAACAAGAG C 


841 


Qy 


1015 


TTCCTTCAAACTGTTCCCTGCCTTACCATGTCTACAACATCAAGTCCATTGGGGTAACTT 

1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 


1074 


Db 


842 


1 1 1 1 1 II II 1 1 II 1 1 II 1 1 1 1 1 1 1 II 1 1 II 1 1 II II 1 II 1 II 1 1 1 1 1 1 II 1 II 1 1 1 1 II 1 

TTCCTTCAAACTGTTCCCTGCCTTACCATGTCTACAACATCAAGTCCATTGGGGTAACTT 


901 


Qy 


1075 


CCAAGTCTTACTTCAGTTCTCGCCAAGACCATTCCAAATGGTGTGTTTCCATAAAGGGCT 


1134 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 1 1 1 1 1 1 1 1 




Db 


902 


CCAAGTCTTACTTCAGTTCTCGCCAAGACCATTCCAAATGGTGTGTTTCCATAAAGGGCT 


961 


Qy 


1135 


CCGCAAATCGCTGGACCTGCATTGGAGACCTAAATCGAAGCCTACACCAAGCCTTAAGAG 


1194 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i l i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II II II 1 1 II II II II 1 1 II 1 1 1 II 1 II II 1 1 II 1 II 1 1 1 1 1 1 1 1 




Db 


962 


CCG CAAATCG CTGGAC CTG CATTGGAGACCTAAATCGAAGCCTACACCAAG CCTTAAGAG 


1021 


Qy 


1195 


GTGGAGGATTCATCTGTACAAAGAATCACTACATTTACCAGGCATTTCATAAATTATATC 


1254 






i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 II II 1 II 1 1 II 1 1 1 1 1 1 II II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II II 1 1 




Db 


1022 


GTGGAGGATTCATCTGTACAAAGAATCACTACATTTACCAGGCATTTCATAAATTATATC 


1081 


Qy 


1255 


TCCGTTATGGGTTCTGTAAGTAAACTCGGTGAAAGGCCACACCCTCTGTCCTTGAAAACA 


1314 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 

1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 M II 1 1 1 1 1 1 II 1 1 1 1 II II 1 II 1 1 1 1 1 1 




Db 


1082 


TCCGTTATGGGTTCTGTAAGTAAACTCGGTGAAAGGCCACACCCTCTGTCCTTGAAAACA 


1141 


Qy 


1315 


CTGGCACTGGAACATCTCGCCTTGGATCTGTTCTCCATAATTTCAAGGCTTCTGAGTGAG 


1374 




i i i i i i i i i i t t i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


1142 


CTGGCACTGGAACATCTCGCCTTGGATCTGTTCTCCATAATATCAAGGCTTCTGAGTGAG 


1201 


Qy 


1375 


CACAACGTAGCGTCCAATAAAAG 1397 








1 1 1 1 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


1202 


CACAACGTAGCGTCCAATAAAAG 1224 




RESULT 


4 






US-09- 


574-942 


-3 





Sequence 3, Application US/09574942 
Patent No. 6358723 
GENERAL INFORMATION: 



APPLICANT: Eastman, Alan R. 
; APPLICANT: Krieser, Ronald J. 

; TITLE OF INVENTION: DEOXYRIBONUCLEASE II BETA PROTEINS AND cDNAS 

FILE REFERENCE: DC-0137 
; CURRENT APPLICATION NUMBER: US/09/574,942 
; CURRENT FILING DATE: 2000-05-19 
; PRIOR APPLICATION NUMBER: 09/541,840 
; PRIOR FILING DATE: 2000-04-03 
; NUMBER OF SEQ ID NOS : 6 
; SOFTWARE: Patentln Ver. 2.1 
; SEQ ID NO 3 

LENGTH: 1268 

TYPE: DNA 
; ORGANISM: Homo sapiens 
US-09-574-942-3 



Query Match 4 0.8%; Score 673.8; DB 3; Length 1268; 

Best Local Similarity 75.1%; Pred. No. 4.3e-208; 

Matches 884; Conservative 0; Mismatches 282; Indels 11; Gaps 3; 



Qy 


204 


AGATAGAAAATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCTTTGCCCTC 

1 1 MINIMI MM 1 MIMIIII II 1 1 1 1 1 1 1 1 E 1 1 Ml MM 

AAACAGAAAATGATGGCAAGACTG CTAAGAACATCCTTTGCTTTG CTCTTC CTTGG C CT C 


263 


DD 


37 


96 


Qy 


264 


TCTGGGGTCCTGGGGACACCAGAAATCTCATGCAGAAATGAATATGGTGAAGCTGTGGAC 

1 1 1 1 1 1 1 MINI M M III MIMMMIIMM 1 II IMIMIMM 

TTTGGGGTG CTGGGGG (^GCAACAATTTCATGCAGAAATGAAGAAGGGAAAGCTGTGGAC 


323 


DD 




156 


Qy 


324 


TGGTTTATCTTTTATAAGTTAC CCAAAAGGACTAGCAAGG CAAGTGAAGAGG CGGGG CTG 

IIIMM 1 1 1 1 1 1 1 1 1 1 1 1 1 1 Mill 1 Mill Mill MM 1 III 1 

TGGTTTALTTTTTATAAGTTACCTAAAAGACAAAACAAGGAAAGTGGAGAGACTGGGTTA 


383 


DD 


157 


216 


Qy 


384 


CAGTACCTGTACCTGGACTCCACAAGACAAACCTGGAACAAGAGCCTCTACCTGATTAAC 

1,11! Mill MM II Mill Mill I || || M 

GAGTACCTGTACCTAGACTCTACAACTAGAAGCTGGAGGAAGAGTGAGCAACTAATGAAT 


443 


DD 


217 


276 


Qy 


444 


AGCACCAGGAGTGCTCTGGGGAGGACCTTACAGCATCTGTATGACA 


503 


DD 


211 


Mill MINI MM Mill Mill MM Mill II II II 1 1 

GACAC CAAGAGTGTTTTGGGAAGGACATTACAACAG CTATATGAAG CATATG CCTCTAAG 


336 


Qy 


504 


AAT GACACAG CCTAT CTAATATACAACGATGGTGTCCCTGGATCTGTGAATTACAG C 

1 1 E 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 Mill llllll 1 MMMMIMM 

AGTAACAACACAG CCTAT CTAATATACAATGATGGAGTC CCTAAACCTGTGAATTACAGT 


560 


DD 


337 


396 


Qy 


561 


AGACAGTATGGACATGCCAAAGGTCTGCTGGTATGGAACAGAACGCAGGGGTTCTGGCTG 

1 II M 1 1 1 1 1 II 1 II II 1 1 II 1 1 1 1 1 1 M 1 1 1 II 1 II 1 1 1 1 M 1 1 1 1 II 

AGAAAGTATGGACAC^CO^AAGGTTTACTGCTGTGGAACAGAGTTCAAGGGTTCTGGCTG 


.62 0 


Db 


397 


456 


Qy 


621 


ATACACTCTGTTCCCAAGTTTCCCCCAGTTC ATGGCTATGAGTACCCAACCTCG 

M II II 1 II IIIMM Ml III 1 llllllll II Ml II 1 

ATTCATTCCATCCCTCAGTTTCCTCCAATTCCGG 


674 


Db 


457 


516 


Qy 
Db 


675 
517 


GGGAGGCGATATGGACAAACCGGCATCTGCATCACTTTCGGATACAGCCAGTTTGAGGAA 

Mill Ml MIMIIII Ml, MUM MM Mill Mill 1 

GGGAGACGAAATGGACAAAGTGGCATCTGCATAACTTTC^GTAC^ACCAGTATGAGGCA 


734 
576 


Qy 
Db 


735 
577 


ATAGATTTTCAGCTCTTGGTCTTACAACCAAACATCTACAGCTGCTTCATTCCAAGCACC 

IIIMM MIMIMMIMI 1 II III MM IIIMM III III MM 

ATAGATTCTCAGCTCTTGGTCTGCAACCCCAACGTCTATAGCTGCTCCATCCCAGCCACC 


794 
636 


Qy 


795 


TTTCACTGGAAACTTATCTACATGCCCCGGATGTGTGCCAACTCCAGTTCCTTAAAGATC 

MUM 1 1 II II MIMIIII 1 MM III MM II 1 1 MM 

TTTC^CCAGGAGCT(^TTCAC^TGCCC(^GCTGTGCACCAGGGCCAGCTC^TCAGAGATT 


854 


Db 


637 


696 


Qy 


855 


CCTGTCCGGTACCTCGCTGAACTGCACTCAGCCaGGGTCTAAACTTCGTCCATTTTGC^V 

MM 1 II MM 1 III II II llllllll 1 III Ml IMIMIMM 

CCTGGCAGGCTCCTCACCAGACTTCAGTCGGCCCAGGGACAAAAATTCCTC 


914 


Db 


697 


756 



Qy 
Db 


915 
757 


AAATGAAGTTTTTATACTGATG^ 

II II II II 1 III 1 1 1 1 I 1 1 l l Ml I I I \ I i i i i i i i i I I I I I I I 

Mil MM! M 1 M M M M 1 M 1 M M 1 M M M MINIMI 

AAG T CGGATT CTTTT CTTGA CGA CAT CTTTG CAG C CTGGATGG CT CAA CX^G CTGAAGA CA 


974 
816 


Qy 

Db 


975 
817 


CATTTGTTAGCACAAACCTGGCAGAAAAAGAAACAAGA 

II I I I I I I ii I I I I t > I i i I i til i i i i i i i i i i i i i i i i i i i i i i i i i i i 

M MM M M M M M M 1 Ml 1 M M M M M M M M M M 1 M M 1 

CACTTGTTAACAGAAACCTGGCAGCGAAAAAGACAAGAGCTTCCTTCAAACTGCTCCCTT 


1034 
876 


Qy 


1035 


CCTTACCATGTCTACAACATCA^ 

I I II I I I I I I I I l l l l l ll ll I mi ii I i i i i i i i i i i i i i i i 

! M M M 1 M M M M 1 M M MM Ml II 1 1 II 1 II II 1 1 1 1 

CCTTACCATGTCTACAATATAAAAGCZAATTAAATTATCACGACACTCTTATTTCAGTTCT 


1094 


Db 


877 


936 


Qy 


1095 


CGCC^GACCATTCCAAATGGTGTGTTTCCA.TAAAGGGCTCCGaVAATCGCTGGACCTGC 
I I I 1 I ii i i i i i i i i i i i i i i t i i i i i i i ii i i i i i i i i i i i i ii 

Ml II 1 1 1 1 1 1 II 1 1 1 1 1 II M 1 1 II 1 M 1 II II II 1 II 1 1 M 

TATCAAGATCACGCCAAGTGGTGTATTTCCCA^ 


1154 


Db 


937 


996 


Qy 
Db 


1155 
997 


ATTGGAGACCTAAATCGAAGCCTACACCAAGCCTTAAGAGGTGGAGGATTCATCTGTACA 
I I I i i i i i i i i i i i i i i ii i i i i i i i i i i i i i mi i i i i t i i i i i i i i i i i i i 

1 M II II 1 1 1 1 1 1 II 1 1 M 1 1 1 1 1 II 1 1 1 II 1 1 II 1 1 1 1 1 1 1 II II 1 1 II 1 II 

ATTGGAGACCTAAATCGGAGTCCACACCAAGCCTTCAGAAGTGGAGGATTCATTTGTACC 


1214 
1056 


Qy 


1215 


AAGAATCACTACATTTACCAGGCATTTCATAAATTATATCTCCGTTATGGGTTCTGTAAG 
1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 l l l l l 1 I I I I I I i I i i 

Mill II 1 II 1 1 1 1 II 1 M 1 1 1 II 1 1 1 II 1 1 1 1 1 II II 

CAGAATTGG CAAATTTAC CAAG CATTTCAAGGATTAGTATTATACTATGAAAGCTGTAAG 


1274 


Db 


1057 


1116 


Qy 


1275 


TAAACTCGGTGAAAGGCCACACCCTCTGTCCTTGAAAACACTGGCACTGGAACATCTCGC 
I 1 I I 1 I i i i i i i i i i i i i i ii ii i i i i i i i i ii ii mi i iii i 

1 II 1 1 II 1 II II 1 1 1 1 1 II 1 II 1 1 1 1 1 M II II M Mi l Ml 1 

TAAACTTGGTGAAAGGACACAGGTACTATCATTGAAAACCTTGACAATGGGTCTTCTTCC 


1334 


Db 


1117 


1176 


Qy 


1335 


CTTGGATCTGTTCTCCATAATTTCAAGGCTTCTGAGT 1371 

II 1 1 MM III III Mill 1 III 1 

ATTACACC - - TT CTTTATATTTTAAAGG CCTGTGAAT 1211 




Db 


1177 





RESULT 3 
AI048641 
LOCUS 

DEFINITION 



ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 
JOURNAL 
COMMENT 



GI :3296928 



(house mouse) 



Craniata; Vertebrata ; Euteleostomi ; 
Sciurognathi; Muridae; Murinae; Mus . 

, Bowles,M., Dietrich, N., Dubuque, T. , 
Le,M. , Martin, J., Morris, M. , 



AI048641 543 bp mRNA linear EST 08-JUL-1998 

ud64cll.yl Sugano mouse liver mlia Mus musculus cDNA clone 
IMAGE: 1450676 5' similar to TR:O00115 000115 HYPOTHETICAL HUMAN 
PROTEIN R31240_2. ;, mRNA sequence. 
AI048641 
AI048641.1 
EST. 

Mus musculus 
Mus musculus 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Rodentia; 
1 (bases 1 to -543) 
Marra,M., Hillier,L., Allen,M. 
Geisel,S., Kucaba,T., Lacy,M. , 

Schellenberg,K. , Steptoe,M. , Tan,F., Underwood , K . , Moore, B., 
Theising,B., Wylie,T. , Lennon,G. , Soares,B., Wilson,R. and 
Waterston, R. 

The WashU-HHMI Mouse EST Project 
Unpublished (1996) 
Contact: Marra M/Mouse EST Project 
WashU-HHMI Mouse EST Project 
Washington University School of MedicineP 
4444 Forest Park Parkway, Box 8501, St. Louis, MO 63108 
Tel: 314 286 1800 
Fax: 314 286 1810 
Email : mouseest@watson . wustl . edu 

This clone is available royalty- free through LLNL ; contact the 
IMAGE Consortium (info@image.llnl.gov) for further information. 
MGI: 923 992 

Seq primer: custom primer used 
High quality sequence stop: 518. 



FEATURES Location/Qualifiers 
source 1 . . 543 



/organism="Mus musculus" 
/mol_type=" mRNA" 
/strain="C57BL" 
/db_xref="taxon: 10090" 
/clone=" IMAGE: 1450676" 
/sex=" female 11 
/ dev_s tage= " adul t " 
/lab_host= n DH10B" 

/clone_lib="Sugano mouse liver mlia" 

/note="0rgan: liver; Vector: pME18S-FL3; Site_l : Drain 
(CACTGTGTG) ; Site_2 : Drain (CACCATGTG) ; 1st strand cDNA 
was primed with an oligo(dT) primer 

[ATGTGGCCTTTTTTTTTTTTTTTTT] ; double- stranded cDNA was 
ligated to a Drain adaptor [TGTTGGCCTACTGG] , digested 
and cloned into distinct Drain sites of the pME18S-FL3 
vector (5* site CACTGTGTG, 3* site CACCATGTG). Xhol should 
be used to isolate the cDNA insert. Size selection was 
performed to exclude fragments <1.5kb. Library 
constructed by Dr. Sumio Sugano (University of Tokyo 
Institute of Medical Science) . Custom primers for 
sequencing: 5' end primer CTTCTGCTCTAAAAGCTGCG and 3' end 
primer CGACCTGCAGCTCGAGCACA . " 



ORIGIN 



Query Match 32.9%; Score 543; DB 1; Length 543; 

Best Local Similarity 100.0%; Pred. No. 4.9e-145; 

Matches 543; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

GCACAAAGGCTCCCAGAGTC^CACTGGAATGTTGTGAC 7 5 

i II 1 1 1 i 1 1 1 1 1 M i 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 II I II 1 1 1 1 1 1 1 1 1 1 

GCACAAAGGCTCCCAGAGTCACACTGGAATGTTGTGAC^GAACCC^TC^GATGACATGGG 6 0 

ACTCAGCCTCTTCTGTTTGTGCCCAAACAGTGAACAGCAAAAGTGAACCGACCCGCAAGG 135 

I II I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I II I I I I I II I II I I I I I II I II 

ACTC^GCCTCTTCTGTTTGTGCCCAAAC^GTGAACAGC^A^GTGAACCGACCCGCAAGG 120 

GAGCC^CGCGGCCTGAGAAAGACCTGAOVCTCTGACTCCACAGTCCCCTGCATGGAATG 195 

1 1 II I III I II Mill II I II 1 1 III I II I III 1 1 Mill I II I III I II I MM II I II 

GAGCCAACGCGG CCTGAGAAAGAC CTGACACT CTGACT C CACAGT C CCCTG CATGGAATG 18 0 
AAGGCCACAGATAGAAAATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCT 255 

1 1 II I Ml MM 1 1 1 1 1 1 1 II 1 1 1 1 1 1 Mill I II 1 1 IMMM 1 1 1 1 III I II 1 1 1 1 II 

AAGGCC^C^GATAGAAAATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCT 24 0 
TTGCCCTCTCTGGGGTCCTGGGGACACCAGAAATCTCATGCAGAAATGAATATGGTGAAG 315 

1 1 II 1 1 1 1 II 1 1 1 1 M 1 1 1 1 II I Ml 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I M I II II I Ml 1 1 1 1 1 1 

TTGCCCTCTCTGGGGTCCTGGGGACACCAGAAATCTCATGCAGAAATGAATATGGTGAAG 300 
CTGTGGACTGGTTTATCTTTTATAAGTTACCCAAAAGGACTAG CAAGG CAAGTGAAGAGG 375 

III 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 III 1 1 1 1 1 II II 1 1 1 II II 1 1 1 

CTGTGGACTGGTTTATCTTTTATAAGTTACC CAAAAGGACTAG CAAGG CAAGTGAAGAGG 360 
CGGGGCTGC^GTACCTGTACCTGGACTCCAC^GACTW^CCTGGAACAAGAGCCTCTACC 435 

I III II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II I M I II 1 1 1 1 1 II 1 1 II 1 1 1 1 MM I II 1 1 1 1 1 1 

CGGGGCTGCAGTACCTGTACCTGGACTCCACAAGACAAACCTGGAACAAGAGCCTCTACC 420 

TGATTAACAGCACCAGGAGTGCTCTGGGGAGGACCTTAC^ 4 95 

I I III I II I II I III I III I II I III I II I III I II I III I II I II I I II I III I III I I 

TGATTAACAGCACCAGGAGTGCTCTGGGGAGGACCTTACAGCATCTGTATGACACACATA 480 

ATTCCACGAATGACACAGCCTATCTAATATACAACGATGGTGTCCCTGGATCTGTGAATT 555 

I MM Ml II 1 1 1 III I II I II 1 1 II II 1 1 1 II I M I Ml II I II II I M 1 1 II III I II 

ATTCCACGAATGA(^CAGCCTATCTAATATAC^VACGATGGTGTCCCTGGATCTGTGAATT 54 0 



Qy 


16 


Db 


1 


Qy 


76 


Db 


61 


Qy 


136 


Db 


121 


Qy 


196 


Db 


181 


Qy 


256 


Db 


241 


Qy 


316 


Db 


301 


Qy 


376 


Db 


361 


Qy 


436 


Db 


421 


Qy 


496 


Db 


481 



Qy 



556 ACA 558 



Db 



541 ACA 543 



Title: 



US-10-670-863-2 COPY 213 1274 



RESULT 5 
AF128888 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
MEDLINE 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



CDS 



AF128888 1654 bp mRNA linear ROD 0.6-DEC-1999 

Mus musculus deoxyribonuc lease DLAD mRNA, complete cds . 

AF128888 

AF128888 . 1 GI :6175549 

Mus musculus (house mouse) 
Mus musculus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

1 (bases 1 to 1654) 

Shi oka wa , D . and Tanuma , S . 

DLAD, a novel mammalian divalent cat ion- independent endonuclease 
with homology to DNase II 

Nucleic Acids Res. 27 (20), 4083-4089 (1999) 

99428663 

10497274 

2 (bases 1 to 1654) 
Shiokawa,D. and Tanuma, S. 
Direct Submission 

Submitted ( 16-FEB-1999) Biochemistry, Science Univ. of Tokyo, 
Shinjuku-ku Ichigaya Funagawara-machi 12, Tokyo 162-0826, Japan 

Location/Qualifiers 

1. .1654 

/organism="Mus musculus" 
/mol_type="mRNA" 
/strain="C57Bl/6" 
/db_xre f = " t axon : 1 0 0 9 0 " 
/tissue_type=" liver" 
213. .1277 
/codon__start = l 

/p r oduc t = " de oxy r ibonuclease DLAD " 
/protein_id="AAF05082 . 1" 
/db_xref="GI : 6175550" 

/ 1 rans 1 a t i on= " MTAKPLRTVLSLLFFALSGVLGTPE I S CRNE YGEA VDWF I F YKL 
PKRTSKASEEAGLQYLYLDSTRQTWNKSLYLINSTRSALGRTLQHLYDTHNSTNDTAY 
LIYNDGVPGSVNYSRQYGHAKGLLVWNRTQGFWLIHSVPKFPPVHGYEYPTSGRRYGQ 
TGI CI TFGYSQFEEI DFQLLVLQPNI YSCFI PSTFHWKLI YMPRMCANSSSLKI PVRY 
LAELHSAQGLNFVHFAKSSFYTDDIFTGWIAQKLKTHLLAQTWQKKKQELPSNCSLPY 
HVYNI KS IGVTSKSYFSSRQDHSKWCVSI KGSANRWTCIGDLNRSLHQALRGGGFI CT 
KNHY I YQAFHKL YLR YGFCK " 



ORIGIN 



Query Match 100.0%; Score 1062; DB 10; 

Best Local Similarity 100.0%; Pred. No. 1.7e-307; 
Matches 1062; Conservative 0; Mismatches 0; 



Length 1654; 



Indels 



0; Gaps 



0; 



Qy 
Db 



1 ATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTC 60 

II 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 III M MM I Ml 1 1 1 1 1 1 Ml M 1 1 1 

213 ATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTC 272 



Qy 

Db 

Qy 
Db 

Qy 
Db 



61 CTGGGGACACCAGAAATCTCATGCAGAAATGAATATGGTGAAGCTGTGGACTGGTTTATC 12 0 

II II Mill IIIIMM Mill Mill 1 1 llllllll Mill Mill Mill llllllll 

273 CTGGGGACACCAGAAATCTCATGCAGAAATGAATATGGTGAAGCTGTGGACTGGTTTATC 332 



121 



180 



TTTTATAAGTTACCCAAAAGGACTAGCAAGGCAAGTGAAGAGGCGGGGCTGCAGTACCTG 

II M 1 1 1 II 1 1 1 1 M I M II 1 1 M I II 1 1 II 1 1 II 1 1 1 1 1 M M II M 1 1 1 M II I M II 

333 TTTTATAAGTTAC CCAAAAGGACTAG CAAGG CAAGTGAAGAGG CGGGGCTG CAGTACCTG 392 



181 



240 



TACCTGGACTCCAC^GAC^W^CCTGGAAC^GAGCCTCTACCTGATTAAC^GCACC^GG 

II 1 1 II 1 1 1 1 II M 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 II MM 1 1 II 1 1 III 1 1 1 1 1 1 II II 1 1 II 

393 TACCTGGACTCCACAAGACAAACCTGGAACAAGAGCCTCTACCTGATTAAC^ 452 



Qy 



241 AGTGCTCTGGGGAGGACCTTACAGCATCTGTATGACACACATAATTCCACGAATGACACA 300 



Db 


453 


Qy 


301 


Db 


513 


Qy 


361 


Db 


573 


Qy 


421 


Db 


633 


Qy 


481 


Db 


693 


Qy 


541 


Db 


753 


Qy 


601 


Db 


813 


Qy 


661 


Db 


873 


Qy 


721 


Db 


933 


Qy 


781 


Db 


993 


Qy 


841 


Db 


1053 


Qy 


901 


Db 


1113 


Qy 


961 


Db 


1173 


Qy 


1021 


Db 


1233 



I I M I I I I I M M M I I I M I I I I I I M I I I I IMM M M I I I I M I I M I M M M 

AGTGCTCTGGGGAGGACCTTACAGCATCTGTATGACACACATAATT 



512 



301 GCCTATCTAATATACAACGATGGTGTCCCTGGATCTGTGAATTACAGC^GACAGTATG^ 360 

I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I II I ! I I I ! I I I I I I 

GCCTATCTAATATACAACGATGGTGTCCCTGGATCTGTGAATTACAGCA 572 

CATGCCAAAGGTCTGCTGGTATGGAACAGAACGCAGGGGTTCTGGCTGATACACTCTGTT 420 

Ml 1 1 II II I II 1 1 1 III 1 1 II 1 1 1 II 1 1 II II I II I ! 1 1 II 1 1 1 II I II 1 1 M 111 I II 

CATGCCAAAGGTCTGCTGGTATGGAACAGAACGCAGGGGTTCTGGCTGATACACTCTGTT 632 
CCCAAGTTTCCCCCAGTTCATGGCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAA 480 

IIIIIIIIIIIIIMIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

CCCAAGTTTCCCCCAGTTCATGGCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAA 692 
ACCGGCATCTGCATCACTTTCGGATACAGCCAGTTTGAGGAAATAGATTTTCAGCTCTTG 54 0 

I II 1 1 II 1 1 MM 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 III II II 1 1 1 1 II 1 1 1 II I II 1 1 1 1 Ml I II 

ACCGGCATCTGCATCACTTTCGGATACAGCCAGTTTGAGGAAATAGATTTTCAGCTCTTG 752 
GTCTTACAACCAAACATCTACAGCTGCTTCATTCCAAGCACCTTTCACTGGAAACTTATC 600 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 II 1 1 II I M 1 1 M M 1 1 i M I! I M 

GTCTTACAACCAAACATCTACAGCTGCTTCATTCCAAGCACCTTTCACTGGAAACTTATC 812 
TACATGCCCCGGATGTGTGCCAACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCT 660 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 m 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 it 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

TACATGCCCCGGATGTGTGCCAACTCCAGTTCCTTAAAGATCCCTGTCCGGTAGCTCGCT 872 
661 GAACTGCACTCAGCCCAGGGTCTAAACTTCGTCCATTTTGCAAAATCAAGTTTTTATACT 72 0 

II I MM I MM I MM 1 1 III Mill I Mill MM MM 1 1 III I Mill MM I II 



GATGACATCTTTACAGGATGGATAGCTCAAAAGTTGAAGACACATTTGTTAGCACAAACC 780 

II I III 1 1 Ml 1 1 II 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 II 1 1 M 1 1 1 1 1 1 1 1 MM II 1 1 1 II 

GATGACATCTTTACAGGATGGATAGCTCAAAAGTTGAAGACACATTTGTTAGCACAAACC 992 



II I Ml 1 1 II 1 1 M 1 1 1 II 1 1 M 1 1 II I II 1 1 1 II 1 1 II II I M M 1 1 1 1 1 1 1 1 1 1 II 



ATCAAGTCCATTGGGGTAACTTCCAAGTCTTACTTCAGTTCTCGCCAAGACCATTCCAAA 900 

1 1 II III III II MM II 1 1 1 II I II II I M III II II Mill M M I Ml 1 1 MMMI 

ATCAAGTCCA.TTGGGGTAACTTCCAAGTCTTACTTCAGTTCTCGCCAAGACCATTCCAAA 1112 



mmmmmmmm mmmmm m m mmmmmmmi 



AGCCTACACCAAGCCTTAAGAGGTGGAGGATTCATCTGTACAAAGAATCACTACATTTAC 1020 

MM MM li MM I IlilllllMIMIIMIIIIIIIIIIIIIIIIIEM 

AGCCTACACGAAGCCTTAAGAGGTGGAGGATTCATCTGTACAAAGAATCACTACATTTAC 1232 
CAGGCATTTCATAAATTATATCTCCGTTATGGGTTCTGTAAG 1062 

II 1 1 MM I Ml 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 Ml I II I 

CAGGCATTTCATAAATTATATCTCCGTTATGGGTTCTGTAAG 1274 



RESULT 7 
AF178974 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



AF178974 1498 bp mRNA linear ROD 29-NOV-1999 

Rattus norvegicus deoxyribonuc lease DLAD mRNA, complete cds . 
AF178974 

AF178974 .1 GI : 6470130 



Rattus norvegicus (Norway rat) 
Rattus norvegicus 
Eukaryota ; Metazoa ; 
Mammal ia ; Euther ia ; 



Chordata; Craniata; Vertebrata; Euteleostomi ; 
Rodentia; Sciurognathi ; Muridae; Murinae; 



Rattus . 

REFERENCE 1 (bases 1 to 1498) 

AUTHORS Tanuma,S. and Shiokawa,D. 

TITLE Cloning of a cDNA encoding a rat DNase I I -like acid DNase 
JOURNAL Biochem. Biophys. Res. Commun. 265 (2), 395-399 (1999) 
MEDLINE 20025354 
PUBMED 10558878 
REFERENCE 2 (bases 1 to 14 98) 

AUTHORS Shiokawa,D. and Tanuma,S. 
TITLE Direct Submission 

JOURNAL Submitted ( 19-AUG- 1999 ) Biochemistry, Science University of Tokyo, 
Shinjuku-ku Ichigaya Funagawara-machi 12, Tokyo 162-0826, Japan 
FEATURES Location/Qualifiers 
source 1. .14 98 

/organism= "Rattus norvegicus" 
/mol_type= " mRNA" 
/strain="Wistar" 
/db_xref="taxon: 10116" 
CDS 159. .1229 

/ codon_s t a r t = 1 

/product = " deoxyr ibonuc 1 ea s e DLAD " 
/protein_id="AAF13596 .1" 
/db_xref="GI : 6470131" 

/ trans lation="MTAQPLKAALPLLFVALSGVLGTPVISCINEDGKAVDWFAFYKL 
PRRTSRGGTGMGLD YL YLDSTMRTWS KSHHL I NS S RS S LGRTLEQLYEAHNAKNDTA Y 
LI YNDAVPASVNYSGNYGHAKGLLVWNRVQGFWLIHSI PKFPPVPEKGYEYPSSGRQY 
AQSGLC I TLKYSQYETI DSQLLVFQPN I YSCF I PN I FRWEL I HMPQMCAKSSASKI PS 
RRLTVLQSAQGLNFLHFAKSTFYTDDIFAAWIAQKLKVHLLVESWQRKNHELPSNCSL 
P YHVYN I KAI RGPLQSDFPSHHDHS PCWCVSTKDSQARWTCI GDLNRS PHQALRSGGF I 
CSKNRYIYQSFDRLVSHYASCN" 

ORIGIN 

Query Match 72.6%; Score 771.4; DB 10; Length 1498; 

Best Local Similarity 83.4%; Pred. No. 3.9e-220; 

Matches 890; Conservative 0; Mismatches 171; Indels 6; Gaps 1; 
Qy 1 ATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTC 60 

llllllll MINIM I Ml MM 1 1 1 1 1 1 1 i I ! I M II II I II II III 

Db 15 9 ATGACAGCCCAGCCTCTAAAAGCAGCTCTTCCTTTGCTCTTCGTTGCCCTGTCCGGAGTC 218 

Qy 61 CTGGGGA CAC CAGAAAT CT CATG CAGAAATGAATATGGTGAAG CTGTGGACTGGTTTATC 12 0 

MMMMIMM MUM MM III III Mill MM 1 1 1 M I II 1 1 1 1 I 

Db 219 CTGGGGA CACCAGTAATCTCGTGCATAAACGAAGATGGTAAAGCCGTGGACTGGTTTGCC 2 78 

Qy 121 TTTTATAAGTTACC CAAAAGGACTAG CAAGGCAAGTGAAGAGGCGGGG CTG CAGTAC CTG 18 0 

1 1 i 1 1 1 1 i 1 1 1 1 1 1 1 1 llllll MM MM III IIIMM I llllll 

Db 27 9 TTTTATAAGTTACCCAGAAGGACCAGCAGAGGAGGTACAGGGATGGGGCTGGATTACCTG 338 

Qy 181 TACCTGGACTCCACAAGACAAACCTGGAACAAGAGCCTCTACCTGATTAACAGCACCAGG 24 0 

MM MM III I MM llllllll IIIMM I I I llllll llllllll MM 

Db 33 9 TACCTGGACTCCACAATGAGAACCTGGAGCAAGAGCCACCACCTGATTAACAGCAGCAGG 3 98' 

Qy 241 AGTGCTCTGGGGAGGACCTTACAGCATCTGTATGACACACATAATTCCA.CGAATGACA^ 300 

M I Mill llllll I MM llllllll MM Ml III MINIM 

Db 3 99 AGCTCCCTGGGAAGGAC CCTGGAGCAGCTGTATGAAG CACACAATG CCAAGAATGACACA 4 58 

Qy 3 01 GCCTATCTAATATACAACGATGGTGTCCCTGGATCTGTGAATTAC^GC^GACAGTATGGA 360 

llllllll llllllll II I llllllll I M M 1 1 1 1 1 1 1 1 1 1 1 II I II II 

Db 4 59 GCCTATCTGATATACAATGACGCTGTCCCTGCATCTC 518 

Qy 361 (^TGCCAAAGGTCTGCTGGTATGGAAC^GAAO^CAGGGGTTCTGGCTGATACACTCTGTT 420 

MMMMMMMMMMMIMIMM 1 1 1 1 1 1 1 1 1 1 . 1 II III M 

Db 519 C^TGCCAAAGGTCTGCTGGTATGGAACAGAGTG 578 
Qy 421 CCCAAGTTTCCCCCAGTTC ATGGCTATGAGTACCCAACCTCGGGGAGGCGATAT 474 

'II I II II II 1 1 IIIMM MIMIIMM MM 

Db 579 CCCAAGTTTCCCCCAGTTCCGGAAAAAGKjCTATGAAT^ 638 



Qy 


475 


Db 


639 


Qy 


535 


Db 


699 


Qy 


595 


Db 


759 


Qy 


655 


Db 


819 


Qy 


715 


Db 


879 


Qy 


775 


Db 


939 


Qy 


835 


Db 


999 



GGA CAAA CCGG CAT CTG CATCACTTT CGGATA CAG C CAGTTTGAGGAAATAGATTTT CAG 534 

I Mill III lllllllllll II lllilllllll 1 1 1 1 llllllll 1 1 1 1 

GCACAAAGTGGCCTCTGCATCACTCTGAAATAC^ 698 
CTCTTGGTCTTACAACCAAACATCTAGAGCTGCTTCATTCCAAGCACCTTT^ 594 

lllllllllll II I Mill MM II Mill MM II 

CTCTTGGTCTTCCAGCC^UU\CATCTAC^GCTGTTTCATCCCAAACATCTTTCGCTGGGAA 758 
CTTATCTACATGCCCCGGATGTGTGCCAACTCCAGTTCCTTAAAGATCCCTGTCCGGTAC 654 

II III MM Ml I II Ml MM III MUM III Ml MMIM MM I 

CTCATCCACATGCCTCAGATGTGTGCCAAGTCC^^ 818 
CTCGCTGAACTGCACTCAGCCCAGGGTCTAAACTTCGTCC^TTTTGCAAAATC^GTTTT 714 

III Ml III II 1 1 1 II 1 1 1 1 1 II 1 1 Ml 1 1 1 MIIIIMM MMIM MM 

CTCACTGTACTTCAGTCAGCCCAGGGTCTAAACTTCCTCCATTTTGCGAAATCAACTTTT 878 
TATACTGATGACATCTTTACAGGATGGATAGCTCAAAAGTTGAAGACACATTTGTTAGCA 774 

IN . ; I I I Ml 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 Mill MUM I I I 

TATACTGATGACATCTTTGCAGCCTGGATAGCTCAAAAGCTGAAGGTGCATTTGCTGGTA 938 



i iiiiiiii mill ii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 



TACAACATCAAGTCCATTGGGGTAACTTCCAAGTCTTACTTCAGTTCTCGCCAAGACCAT 894 

lllllllllll Mill Ml I II MM Mill Mill II llllll 

TAC^CATC^GGCCATTCGGGGACCTCTGC^GTCCGACTTCCCTTCTCATCACGACCAT 1058 



Qy 
Db 

Qy 
Db 

Qy 
Db 



8 95 TCCAAATGGTGTGTTTCCATAAAGGGCTCCGCAAATCGCTGGACCTGCATTGGAGACCTA 954 

1 1 Ml II I II I II 1 1 1 1 1 Mill III lllllllllll lllllllllll 

1059 TCCAAATGGTGTGTTTCCACAAAGGACTCTCAGGCTCGCTGGACCTGTATTGGAGACCTA 1118 
955 AATCGAAGCCTACACCAAGCCTTAAGAGGTGGAGGATTCATCTGTACAAAGAATCACTAC 1014 

Mill MM III llllllll III MIIIIMM llllll I MMIM Ml 

1119 AATCGGAGCCCACATCAAGCCTTGAGAAGTGGAGGATTTATCTGTTCGAAGAATCGGTAC 1178 
1015 ATTTACCAGGCATTTCATAAATTATATCTCCGTTATGGGTTCTGTAA 1061 

MINIMI Mill III III I II Mill I llllll 

1179 ATTTACCAGTCATTTGATAGGTTAGTTTCCCATTATGCCTCCTGTAA 1225 



RESULT 1 
US-09-574-942-1 

; Sequence 1, Application US/09574942 

; Patent No. 6358723 

; GENERAL INFORMATION: 

; APPLICANT: Eastman, Alan R. 

; APPLICANT: Krieser, Ronald J. 

; TITLE OF INVENTION: DEOXYRI BONUCLEASE II BETA PROTEINS AND CDNAS 
; FILE REFERENCE: DC-0137 

; CURRENT APPLICATION NUMBER: US/09/574 , 942 

; CURRENT FILING DATE: 2000-05-19 

; PRIOR APPLICATION NUMBER: 09/541,840 

; PRIOR FILING DATE: 2000-04-03 

; NUMBER OF SEQ ID NOS : 6 

; SOFTWARE: Patent In Ver. 2.1 ' 

; SEQ ID NO 1 

LENGTH: 1224 

TYPE: DNA 

ORGANISM: MUS sp . 
US-09-574-942-1 



.Query Match 100.0%; Score 1062; DB 3; Length 1224; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 1062; Conservative 0; Mismatches 0; Indels 0; Gaps 



0; 



Qy 


i 


ATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCTTTC 


60 






i i i i i i i i i i i i i I i i i i I I I I I i I I I I I I i i i i i i t i i i i i i i i i i i i i i i i i t i i i i i 
1 II 1 1 II II II II II II II II II M M II II II II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 II 1 1 




Db 


40 


ATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCTTTG 


99 


Qy 


61 


CTGGGGACACCAGAAATCTCATGCAGAAATGAATATGGTGAA 


120 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i 
1 II II 1 II II II 1 II II 1 II 1 II II II II 1 II 1 II I I I I I I I I I I 1 I I I II 1 II II II II 




Db 


100 


CTGGGGACACCAGAAATCTCATGCAGAAATGAATATGGTGAAGCTGTGGACTGGTTTATC 


159 


Qy 


121 


TTTTATAAGTTACCCAAAAGGACTAGCAAGGCAAGTGAAGAGGCGGGGCTGCAGTACCTG 


180 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i 
1 1 1 1 1 1 1 II II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 




Db 


160 


TTTTATAAGTTACCCAAAAGGACTAG CAAGGCAAGTGAAGAGG CGGGGCTG CAGTACCTG 


219 


Qy 


181 


TACCTGGACTCCAO^AGACAAACCTGGAACAAGAGCCTCTACCTGATTAACAGCACCAGG 


240 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i \ i i i i i i i i i i i i i i i i i i i i i 
1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


220 


TACCTGGACTCCACAAGACAAACCTGGAACAAGAGCCTCTACCTGATTAACAGCACCAGG 


279 


Qy 


241 


AGTGCTCTGGGGAGGACCTTACAGCATCTGTATGACACACATAATTCCACGAATGACACA 


300 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 U 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


280 


AGTGCTCTGGGGAGGACCTTACAGCATCTGTATGACACACATAATTCCACGAATGACACA 


339 


Qy 


301 


G C CTATCTAATATACAACGATGGTGTCCCTGGAT CTGTGAATTACAGCAGACAGTATGGA 


360 






i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 




Db 


340 


GCCTATCTAATATACAACGATGGTGTCCCTGGATCTGTGAATTACAGCAGACAGTATGGA 


399 


Qy 


361 


CATGCCAAAGGTCTGCTGGTATGGAACAGAACGCAGGGGTTCTGGCTGATACACTCTGTT 


420 






i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


400 


CATGCCAAAGGTCTGCTGGTATGGAACAGAACGCAGGGGTTCTGGCTGATACACTCTGTT 


459 


Qy 


421 


CCCAAGTTTCCCCCAGTTCATGGCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAA 


480 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
II l 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


460 


CCCAAGTTTCCCCCAGTTCATGGCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAA 


519 


Qy 


481 


AC CGG CAT CTG CATCACTTTCGGATACAG GCAGTTTGAGGAAATAGATTTTCAG CTCTTG 

1 I 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 


540 


Db 


520 


1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 II 1 M 1 1 1 1 II 1 1 1 1 1 1 1 1 II 1 II 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 

AC CGG CAT CTG CATCACTTT CGGATACAG CCAGTTTGAGGAAATAGATTTT CAG CTCTTG 


579 


Qy 


541 


GTCTTAC^CC&AACATCTAC^GCTGCT^ 


600 






I I t I i I I I i I I I I i i I i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 

II 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


580 


GTCTTAC^CCAAAC^TCTACAGCTGCTTCATTCC^GavCCTTTCACTGGAAACTTATC 


639 


Qy 


601 


TACATGCCCCGGATGTGTGCCAACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCT 


660 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i t i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 




Db 


640 


TACATGCCCCGGATGTGTGCCAACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCT 


699 


Qy 


661 


GAACTGCACTCAGCCCAGGGTCTAAACTTCGTCCAT^ 


720 






i i i i i i i i i i i i i t i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i > i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


700 


GAACTGCACTC^GCC(^GGGTCTAAACTTCGTCCA.TTTTGCAAAATCAAGTTTTTATACT 


759 


Qy 


721 


GATGACATCTTTACAGGATGGATAG CTCAAAAGTTGAAGACACATTTGTTAG CACAAACC 


780 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


760 


GATGACATCTTTACAGGATGGATAG CTCAAAAGTTGAAGACACATTTGTTAG CACAAACC 


819 


Qy 


781 


TGGC^GAAAAAGAAAO^GAGCTTCCTTCAAACTGTTCCCTGCCTTACC^TGTCTAa^C 


840 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i j i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


820 


TGGCAGAAAAAGAAACAAGAGCTTCCTTOU^CTGTTCCCTGCCTTAC(^TGTCTA(^UVC 


879 


Qy 


841 


ATC^GTCCATTGGGGTAACTTCCAAGTCTTACTTCAGTTCTCX3C(^GACCATTCa^ 


900 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


880 


ATCAAGTCCATTGGGGTAACTTCCAAGTCTTACTT(^GTTCTCGCCAAGACC^TTC(^AA 


939 


Qy 


901 


TGGTGTGTTTCCATAAAGGG CTCCG CAAATCG CTGGACCTGCATTGGAGACCTAAATCGA 


960 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 1 1 1 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II II 1 1 II 




Db 


940 


TGG TGTGTTT C CATAAAGGG CTC CG CAAAT CG CTGGA C CTG CATTGGAGACCTAAATCGA 


999 


Qy 


961 


AGCCTACACCAAGCCTTAAGAGGTGK1AGGATTCM 


1020 



1 1 1 M 1 1 1 1 1 1 1 ! 1 1 1 1 1 M I ! 1 1 1 1 1 M 1 1 1 1 1 III 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 



Db 1000 AGCCTACACCAAGCCTTAAGAGGTGGAGGATTC^TCTGT^ 1059 



Qy 1021 CAGGCATTTCATAAATTATATCTCCGTTATGGGTTCTGTAAG 1062 

1 1 II M I III 1 1 1 III III I II 1 1 1 II 1 1 III 1 1 1 II I III I 

Db 1060 CAGGCATTTCATAAATTATATCTCCGTTATGGGTTCTGTAAG 1101 



RESULT 2 
US-09-949-434-1 

; Sequence 1, Application US/09949434 

; Patent No. 6767997 

; GENERAL INFORMATION: 

; APPLICANT: Eastman, Alan R. 

; APPLICANT: Krieser, Ronald J. 

; TITLE OF INVENTION: DEOX YR I BONUCLEAS E II BETA PROTEINS AND cDNAS 
; FILE REFERENCE: DC-0137 

; CURRENT APPLICATION NUMBER: US/09/94 9,434 

; CURRENT FILING DATE: 2001-09-07 

; PRIOR APPLICATION NUMBER: 09/574,942 

; PRIOR FILING DATE: 2000-05-19 

; NUMBER OF SEQ ID NOS : 6 

; SOFTWARE: Patentln Ver. 2.1 

; SEQ ID NO 1 

LENGTH: 1224 

TYPE: DNA 

ORGANISM: MUS sp . 
US-09-949-434-1 



Query Match 100.0%; Score 1062; .DB 4; Length 1224; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 1062; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 


.1 


ATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTC 


60 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 
i i i t i i i i i i i i i i i i i i i i i i i i i i i i i 1 i i 1 i i i i i i i i i i i i i i i i i i i i i i i i i i i 




Db 


40 


ATGACAGCAAAGCCTCTAAGAACAGTTCTTTCTTTGCTCTTCTTTGCCCTCTCTGGGGTC 


99 


Qy 


61 


CTGGGGACACCAGAAATCTCATG CAGAAATGAATATGGTGAAG CTGTGGACTGGTTTATC 


120 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 III 1 IN 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 II II 1 II 1 1 1 II 1 1 1 1 1 




Db 


100 


CTGGGGACACCAGAAATCTCATG CAGAAATGAATATGGTGAAGCTGTGGACTGGTTTATC 


159 


Qy 


121 


TTTTATAAGTTACCCAAAAGGACTAGCAAGGCAAGTGAAGAGGCGGGGCTGCAGTACCTG 


180 






1 1 1 1 1 1 1 1 1 1 1 1 1 Ml M 1 1 1 1 1 1 1 1 1 1 MM 1 II 1 1 1 1 1 II II 1 1 1 1 1 M II II 1 1 II 




Db 


160 


TTTTATAAGTTACCCAAAAGGACTAGCAAGGCAAGTGAAGAGGCGGGGCTGCAGTACCTG 


219 


Qy 


181 


TACCTGGACTCCA.CAAGACAAACCTGGAACAAGAGCCT 


240 


Db 


220 


1 1 II II 1 II 1 II II M 1 II 1 II 1 1 1 1 II 1 Ml 1 Ml 1 1 II II 1 1 1 1 1 1 1 1 M II II 1 M 1 

TACCTGGACTCCAC^GAC^^CCTGGAAC^GAGCCTCTACCTGATTAACAGCACCAGG 


279 


Qy 


241 


AGTGCTCTGGGGAGGACCTTAC^G(^TCTGTATGA(^CACA.TAATTCCACGAATGACACA 


300 






II II II 1 II 1 1 1 II II 1 1 1 1 1 II M 1 1 1 1 II 1 II II II 1 II 1 1 1 M II 1 1 1 1 M II 1 II 1 




Db 


280 


AGTGCTCTGGGGAGGACCTTACAG(^TCTGTATGA(^C^CATAATTCCACGAATGACACA 


339 


Qy 


301 


GCCTATCTAATATACAACGATGGTGTCCCTGGATCTGTGAATTACAGCAGACAGTATGGA 


360 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ; 1 1 : 1 1 : ' 1 




Db 


340 


GCCTATCTAATATACAACGATGGTGTCCCTGGATCTGTGAATTACAGCAGACAGTATGGA 


399 


Qy 


361 


C^TGCCAAAGGTCTGCTGGTATGGAAC^GAACGCAGGGGTTCTGGCTGATACA.CTCTGTT 


420 






1 1 Ml II 1 1 1 II II 1 1 1 M 1 II 1 1 1 III 1 MM III 1 II II 1 III 1 1 1 1 1 1 1 II M 1 1 1 1 




Db 


400 


C^TGCCAAAGGTCTGCTGGTATGGAAC^GAACGC^GGGGTTCTGGCTGATACACTCTGTT 


459 


Qy 


421 


CCCAAGTTTCCCCCAGTTCATGGCTATGAGTACCCAACCTCGGGGAGGCGATATG 


480 






II MM 1 1 1 III II Ml llllll 1 II 1 1 lllllll 1 MMM 1 Ml II 1 III II II 1 Ml 




Db 


460 


CCCAAGTTTCCCCCAGTTCATGGCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAA 


519 


Qy 


481 


A C CGG CAT CTG CAT CA CTTTCGG ATA CAG C CAG TTTG AGGAAATAGATTTT CAG CTCTTG 


540 






II III II 1 1 1 1 1 III II Ml II II Ml II III 1 1 II II 1 II II II III 1 1 II II 1 II 1 II 




Db 


520 


ACCGGCATCTGCATCACTTTCGGATACAGCCAGTTTGAGGAA^ 


579 



Qy 


541 


GTCTTACAACCAAACATCT 


600 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 11 II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 II 1 1 1 




Db 


580 


GTCTTACAACCAAACATCT^ 


639 


Qy 


601 


TACATGCCCCGGATGTGTGCCT^CTCC^GTTCCTTAAAGATCCCTGTCCGGTACCTCGCT 


660 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


640 


TACATGCCCCGGATGTGTGCCAACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCT 


699 


Qy 


661 


GAACTGCACTCAGCCCAGGGTCTAAACTTCGTCCATTTTG^ 


720 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 i t 1 1 1 1 1 1 1 1 1 1 1 t 1 1 1 1 1 1 1 1 1 ! 1 1 

1 1 1 1 1 1 1 1 II II 1 II 1 1 1! 1 1 II 1 1 II 1 1 1 1 1 1 II 1 1 1 II 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 II 




Db 


700 


GAACTGCACTCAGCCCAGGGTCTAAACTTCGTCCATTTTGCAAAATCAAGTTTTTATACT 


759 


Qy 


721 


GATGAC^TCTTTACAGGATGGATAGCTCTUW 


780 






l i i i i i i i i i l l i l i l l l i l l l l l i i i i i i i i i i i i i i i i i i i i i i i i I i i i i i \ r i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


760 


GATGACATCTTTACAGGATGGATAGCTCAAAAGTTGAAGACACAT^ 


819 


Qy 


781 


TGGCAGAAAAAGAAACAAGAGCTTCCTTCAAACTGTTCCCT 


840 






i i i i i i i > i i i i i i i i i i i t i i i i i > i i i i i i i i i i i i i i i i i i t i i i i i t i i i i i i i i i 
1 1 1 1 1 1 1 II 1 II 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 I 1 1 1 1 II 1 1 1 1 1 I 1 1 1 1 II 1 1 II 1 1 1 




Db 


820 


TGGC^GAAAAAGAAACAAGAGCTTCCTTO^CTGTTCCCTGCCTTACC^TGTCTACAAC 


879 


Qy 


841 


ATGAAGTCCATTGGGGTAACTTCCAAGTCTTACT 


900 






I 1 1 1 1 1 1 1 t 1 t I M 1 1 1 1 ! 1 1 1 t 1 t 1 1 1 1 t 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

II 1 II 1 1 1 1 1 II 1 II 1 1 1 1 1 1 1 1 II II II 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 




Db 


880 


AT(^GTC(^TTGGGGTAACTTCCAAGTCTTACTTCAGTTCTCGCC^GACaVTTCCAAA 


939 


Qy 


901 


TGGTGTGTTTCCATAAAGGG CTCCG CAAATCG CTGGACCTGCATTGGAGACCTAAATCGA 


960 






i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1- 




Db 


940 


TGGTGTGTTTCCATAAAGGG CTCCG CAAATCG CTGGACCTGCATTGGAGACCTAAATCGA 


999 


Qy 


961 


AGCCTACACO^GCCTTAAGAGGTGGAGGATTCATCTGTACAAAGAATCACTACATTTAC 


1020 






i i i t i i i i i i i i i i i i i i i \ i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


1000 


AGCCTAC^CCAAGCCTTAAGAGGTGGAGGATTCATCTGTACAAAGAATCACTACATTTAC 


1059 


Qy 


1021 


CAGGCATTTCATAAATTATATCTCCGTTATGGGTTCTGTAAG 1062 








IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIII 




Db 


1060 


CAGG CATTT CATAAATTATATCTC CGTTATGGGTTCTGTAAG 1101 
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AF178974 1498 bp mRNA linear ROD 29-NOV-1999 

Rattus norvegicus deoxyribonuclease DLAD mRNA, complete cds . 
AF178974 

AF178974 .1 GI :6470130 

Rattus norvegicus (Norway rat) 
Rattus norvegicus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
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Shiokawa,D. and Tanuma,S. 
Direct Submission 

Submitted (19-AUG-1999) Biochemistry, Science University of Tokyo, 
Shinjuku-ku Ichigaya Funagawara-machi 12, Tokyo 162-0826, Japan 

Location/Qualifiers 

1. .1498 

/organism=" Rattus norvegicus" 

/mol_type= " mRNA" 

/strain="Wistar" 

/db_xref ="taxon: 10116" 

159. .1229 

/codon_start=l 

/product="deoxyribonuclease DLAD" 
/protein_id="AAF13596. 1" 
/db_xref="GI : 6470131" 

/ 1 rans 1 a t i on= " MTAQPLKAALPLLFVALSGVLGTPVI SCI NEDGKAVDWFAF YKL 
PRRTSRGGTGMGLDYLYLDSTMRTWSKSHHLINSSRSSLGRTLEQLYEAHNAKNDTAY 
LI YNDAVPASVNYSGNYGHAKGLLVWNRVQGFWLI HS I PKFPPVPEKGYEYPSSGRQY 
AQSGLCITLKYSQYETIDSQLLVFQPNIYSCFI PNI FRWELIHMPQMCAKSSASKI PS 
RRLTVLQSAQGLNFLHFAKSTFYTDDIFAAWIAQKLKVHLLVESWQRKNHELPSNCSL 
P YHVYNI KAI RGPLQSDF PSHHDHS KWCVSTKDSQARWTCI GDLNRS PHQALRSGGF I 
CS KNR Y I YQS FDRLVS HYAS CN " 



ORIGIN 



Query Match . 72.4%;. 

Best Local Similarity 83.3%; 
Matches 834; Conservative 



Score 721.4; DB 10; 
Pred. No. 9.1e-206; 
0; Mismatches 161; 



Length 14 98; 



Indels 



6; Gaps 



1; 



Qy 


1 


Db 


225 


Qy 


61 


Db 


285 


Qy 


121 


Db 


345 


Qy 


181 


Db 


405 



ACACCAGAAATCTCATGCAGAAATGAATATGGTGAAGCTGTGGACTGGTTTATCTTTTAT 6 0 

1 1 ! 1 1 1 1 MINI III! Ill III Mill 1 1 1 1 Mllllllllll lllllll 

ACACCAGTAATCTCGTGCATAAACGAAGATGGTAAAGCCGTGGACTGGTTTGCCTTTTAT 284 
AAGTTACCOWUVGGACTAGCAAGG(^GTGAAGAGGCGGGGCTGCAGTACCTGTACCTG 120 

MINIUM MUM MM I I II III lllllll I 1 1 1 1 1 1 1 1 1 1 1 1 

AAGTTACCCAGAAGGACCAGCAGAGGAGGTACAGGGATGGGGCTGGATTACCTGTACCTG 344 
GACTCCACAAGACAAACCTGGAACAAGAGCCTCTACCTGATTAACAGCACCAGGAGTGCT 180 

MINIMI 1 1 1 1 1 1 1 1 lllllll I 1 1 II 1 1 Mill II I llllll I 

GACTCCACAATGAGAACCTGGAGCAAGAGCCACCACCTGAT^ 404 
CTGGGGAGGACCTTACAGCATCTGTATGACACACATAATTCCACGAATGACACAGCCTAT 24 0 

Mill llllll I MM Mill MM III III MIMMMMIMM 

CTGGGAAGGACCCTGGAG CAGCTGTATGAAG CACACAATGCCAAGAATGACACAGCCTAT 464 



Qy 



241 CTAATATACAACGATGGTGTCCCTGGATCTGTGAATTACAGCAGACAGTATGGACATGCC 300 
II llllllll II I llllllll MMMIMMIMM II I II II llllll 



t)b * 465 CTGATATACAATGACGCTGTC 524 



Qy 301 AAAGGTCTG CTGGTATGGAACAGAACG CAGGGGTTCTGG CTGATACACTCTGTTCCCAAG 360 

Ml Mill I II II I II II MM II llllllllllllllllll II III llllllll 

Db 52 5 AAAGGTCTGCTGGTATGGAACAGAGTGCAGGG 584 
Qy 361 TTTCCCCCAGTTC ATGGCTATGAGTACCCAACCTCGGGGAGGCGATATGGACAA 414 

IMIMMMIM I llllllll MIIMI IMIIMMM Mill MM 

Db 585 TTTC C C C CAG TTC CGGAAAAAGG CTATGAATA C C CAAG CT CGGGGAGG CAATATG CACAA 644 

Qy 415 ACOTGCATCTGCATCACTTTCGGATACAGCCAGTTTGAGGAAATAGATTTTCAGCTCTTG 474 

I III Mill II II II II I III II Mill MM llllllll I Ml Illlll 

Db 64 5 AGTGGCCTCTGCATCACTGTCAAATACAGCCAGTATGAGACAATAGATTCTCAGCTCTTG 704 

Qy 475 GTCTTACAACC^W^CATCTACAGCTGCTTCATTCC^GCACCTTTCACTGGAAACTTATC 534 

Mill M 1 1 1 i 1 1 1 i 1 1 1 M 1 1 1 1 Mill MM II Mill MM MM Ml 

Db 705 GTCTTCCAGCCAAACATCTACAGCTGTTTCATCCCAAACATCTTTCGCTGGGAACTCATC 764 

Qy 535 TACATGCCCCGGATGTGTGCCAACTCCAGTTCCTTAAAGATCCCTGTCCGGTACCTCGCT 594 

MIIMI I MMM Illlll MMM III Mill II II I MM Mil M 

Db 765 CACATGCCTCAGATGTGTGCCAAGTCCAGTGCCTCAAAGATCCCTAGCCGGCGCCTCACT 824 

Qy 595 GAACTGCACTCAGCCCAGGGTCTAAACTTCGTCCATTTTGCAAAATCAAGTTTTTATACT 654 

I Ml II j 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 MIIMI III MIIMI MIIMI III 

Db 82 5 GTACTTCAGTCAGCCCAGGGTCTAAACTTCCTCCATTTTGCGAAATCAACTTTTTATACT 884 

Qy 655 GATGACATCTTTACAGGATGGATAGCTCAAAAGTTGAAGACACATTTGTTAGCACAAACC 714 

llllllllllll III II I II MM II III I Mill Illlll I I I II II 

Db 885 GATGACAT CTTTG CAGCCTGGATAGCTCAAAAG CTGAAGGTG CATTTG CTGGTAGAATCC 944 

Qy 715 TGGCAGAAAAAGAAACAAGAGCTTCCTTCAAACTGTTCCCTGCCTTACCATGTCTACAAC 774 

MMM MMM II MMMMMMMMMMMMMMMMMMMMM 

Db 945 TGGCAGCGAAAGAACCACGAGCTTCCTTCAAACTGTTCCCTGCCTTACCATGTCTACAAC 1004 

Qy 775 ATCAAGTCCATTGGGGTAACTTCCAAGTCTTACTTCAGTTCTCGCCAAGACCATTCCAAA 834 

MMM Mill III I II MM Mill Mill II I Ml I Mill II 

Db 10 05 ATCAAGGCCATTCGGGGACCTCTGCAGTCCGACTTCCCTTCTCATCACGACCATTCCAAA 1064 

Qy 835 TGGTGTGTTTCCATAAAGGGCTCCGCAAATCGCTGGACCTGCATTGGAGACCTAAATCGA 894 

MIIMI MMM Mill III llllllllllll lllllllllllllllll 

Db 1065 TGGTGTGTTTCCACAAAGGACTCTCAGGCTCGCTGGACCTGTATTGGAGACCTAAATCGG 1124 

Qy 8 95 AGCCTACACCAAGCCTTAAGAGGTGGAGGATTCATCTGTACAAAGAATCACTACATTTAC 954 

MM Ml llllllll Ml MIIIIIMI Illlll. I MIIMI MINIMI 

Db 1125 AGCCCACATCAAGCCTTGAGAAGTGGAGGATTTATCTGTTCGAAGAATCGGTACATTTAC 1184 

Qy 955 CAGGCATTTCATAAATTATATCTCCGTTATGGGTTCTGTAA 9 95 

Ml Mill Ml III I II Mill I MMM 

Db .1185 CAGTCATTTGATAGGTTAGTTTCCCATTATGCCTCCTGTAA 1225 



